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Introduction 


The  molecular  mechanisms  underlying  the  development  and  progression  of  prostate  cancer  (PCa),  the 
second  leading  cause  of  cancer  deaths  in  the  United  States,  remain  largely  unknown.  A  series  of  studies 
from  our  laboratory  suggested  that  survival  signaling  in  prostate  tumor  cells  is  mediated,  in  part,  through 
lipid  raft-resident  Akt  (1-5).  Lipid  rafts  are  liquid-ordered  membrane  domains  enriched  with  cholesterol 
and  sphingolipids,  which  serve  as  crucial  platforms  for  signal  transduction  by  sequestering  and  excluding 
signaling  proteins  and  by  harboring  pre-formed  multiprotein  signaling  complexes  (7).  Akt  is  a  central 
signaling  protein  that  is  frequently  activated  in  PCa.  I  have  hypothesized  that  the  lipid  raft-resident  Akt  in 
PCa  cells  is  a  privileged  Akt  population  that  mediates  cell  survival  by  interacting  with  discrete  subsets  of 
regulatory  proteins  and  by  transmitting  signals  that  are  unique  to  the  lipid  raft  environment.  Protein 
palmitoylation,  a  reversible  lipid  modification  more  accurately  known  as  protein  S-acylation,  plays  a 
critical  role  in  modulating  protein  activity  and  stability,  protein-protein  interactions,  and  shuttling  of 
proteins  between  subcellular  compartments  in  response  to  changes  in  signal  transduction  (8).  Given  that  a 
number  of  key  signaling  molecules  are  palmitoylated  and  that  palmitoyl  proteins  have  been  proposed  to  be 
enriched  in  lipid  rafts,  some  palmitoyl  proteins  may  reside  in  lipid  raft-resident  Akt  complexes  and  are 
actively  involved  in  the  lipid  raft  and  non-raft  Akt  pathways.  The  purpose  of  this  project  is  to  identify 
palmitoyl  proteins  in  lipid  raft-resident  Akt  complexes  and  compare  palmitoyl  proteins  involved  in  the 
lipid  raft  Akt  pathway  and  the  non-raft  Akt  pathway. 

Body 

In  year  1 , 1  have  developed  a  novel  method  to  enrich  and  identify  palmitoyl  proteins  as  well  as  characterize 
palmitoylation  sites  at  the  proteome  scale.  I  have  applied  this  method  to  perform  global  analysis  of 
palmitoyl  proteins  in  raft-enriched  and  non-raft  membranes  isolated  from  DU  145  human  prostate  cancer 
cells,  which  resulted  in  many  novel  biological  findings  that,  interestingly,  were  not  anticipated  when  I 
began  this  project.  I  have  started  to  use  this  method,  coupled  with  stable  isotope  labeling  with  amino  acids 
in  cell  culture  (SILAC),  to  identify  lipid  raft  and  non-raft  palmitoyl  proteins  transmitting  EGFR  signaling. 
I  believe  this  novel  approach  will  lead  to  the  discovery  of  palmitoyl  proteins  in  lipid  raft-resident  Akt 
complexes  as  well  as  those  involved  in  the  lipid  raft  Akt  pathway  and  the  non-raft  Akt  pathway.  Moreover, 
I  anticipate  that  these  studies  will  result  in  the  identification  of  a  new  class  of  molecular  targets  for 
anticancer  therapy. 

In  addition  to  the  scientific  achievements,  I  have  also  made  substantial  progress  on  my  training  program. 
The  one-year  rigorous  training  in  Dr.  Michael  Freeman’s  lab  has  greatly  facilitated  my  transition  from  a 
proteomics  specialist  to  a  cancer  researcher.  The  collaboration  with  Dr.  Hanno  Steen,  Director  of  the 
Proteomics  Center  at  Children’s  Hospital,  has  expedited  my  mastering  of  many  sophisticated  proteomics 
techniques,  which  substantially  enhanced  the  discovery  component  of  this  project.  In  addition,  regular 
attendance  of  cutting-edge  seminars  in  the  Longwood  Medical  Area  and  active  interaction  with  senior 
scientists  and  clinicians  have  greatly  broaden  my  knowledge  and  experience  and  facilitated  my 
development  into  a  productive  and  imaginative  scientist. 

1.  Procedure  for  puritication  and  identification  of  palmitoyl  proteins  and  peptides 

In  cancer  cells,  upregulation  of  lipogenic  pathways,  is  known  to  alter  the  plasma  membrane  in  unspecified 
ways  (9).  Lipid  raft-resident  Akt  associates  with  lipids  and  lipid-modified  proteins  that  originate  from  these 
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upregulated  lipogenic  synthetic  mechanisms,  particularly  those  involving  the  abundant  cytosolic  protein, 
fatty  acid  synthase  (FASN),  which  has  been  described  as  a  metabolic  oncogene  and  is  the  primary  source 
of  long-chain  fatty  acids  in  cancer  cells  (10,11).  As  an  approach  into  the  analysis  of  Akt  signaling  through 
lipid  rafts,  in  year  1  of  this  project  I  developed  a  novel,  proteomic  method  of  palmitoyl-protein  analysis, 
which  we  have  begun  to  use  to  study  lipid  raft-dependent  signaling  mechanisms. 

Because  the  commonly  used  ^H-palmitate  metabolic  labeling  method  is  hazardous  and  time-consuming, 
two  complementary  methods  have  been  developed  previously  to  detect  and/or  purify  palmitoyl  proteins  at 
the  proteome  scale.  One  method  involves  the  metabolic  incorporation  of  an  azide-  or  alkyne-containing 
palmitate  analogue  into  proteins  (12-14).  The  azido/alkynyl  groups,  which  are  metabolically  inert  in 
cellular  environments,  can  be  specifically  and  efficiently  conjugated  with  a  tag  (e.g.,  biotin,  Myc,  and 
fluorescein)  by  chemoselective  ligations  (e.g.,  Staudinger  reaction  and  azide-alkyne  [3+2]  cycloaddition 
reaction)  in  vitro.  Consequently,  palmitoyl  proteins  containing  the  azide/alkyne  moiety  can  be  detected 
and/or  purified  with  minimal  contamination.  The  second  method,  named  acyl-biotinyl  exchange  (ABE) 
(15-18),  has  been  more  widely  used  than  the  palmitate  analogue  metabolic  labeling  method.  In  this 
approach,  thioester  bonds  are  selectively  cleaved  by  neutral  hydroxylamine  (HA)  and  palmitoyl  moieties 
are  replaced  by  biotinyl  groups.  Consequently,  palmitoyl  proteins  can  be  detected  and/or  purified  via 
streptavidin-biotin  interactions.  Unlike  the  palmitate  analogue  labeling  method,  the  ABE  approach  can  be 
readily  applied  to  analyze  tissue  samples  and  cancer  cells  because  no  metabolic  labeling  is  required. 
Therefore,  I  adopted  the  ABE  approach  and  optimized  a  protocol  developed  by  Davis  and  coworkers  (16) 
so  that  palmitoyl  proteins  can  be  enriched  with  minimal  contamination  and  palmitoylation  sites  can  be 
characterized.  I  named  this  new  method  PalmPISC  (palmitoyl  protein  identification  and  site 
characterization). 

As  shown  in  the  upper  part  of  Figure  1,  the  palmitoyl  groups  are  replaced  with  biotinyl  groups  using  the 
ABE  method  prior  to  palmitoyl  protein/peptide  purification.  Thioester  bonds  were  broken  by  TCEP,  a 
potent  reducing  agent  that  does  not  cleave  thioester  bonds.  All  free  thiol  groups  were  irreversibly  blocked 
by  N-ethylmaleimide  (NEM),  a  widely  used  alkylating  agent.  Total  TCEP-reduced  and  NEM-alkylated 
proteins  were  equally  divided  into  two  portions:  one  was  treated  with  neutral  HA  to  specifically  cleave  off 
palmitoyl  moieties  and  the  other  was  not  treated  with  HA  (not  shown).  Subsequently,  newly  formed  thiols 
were  labeled  with  biotin-HPDP. 

As  shown  in  the  lower  left  part  of  Figure  1,  in  vitro  biotinylated  (formerly  palmitoylated)  proteins  were 
enriched  by  streptavidin  affinity  chromatography  and  gently  eluted  by  TCEP,  leaving  endogenous 
biotinylated  proteins  and  nonspecifically  bound  proteins  on  the  streptavidin-agarose  beads.  Enriched 
proteins  were  separated  by  SDS-PAGE,  followed  by  in-gel  digestion  and  LC-MS/MS  analysis. 
Subsequently,  a  label-free  quantification  method  called  spectral  counting  (19)  was  applied  to  distinguish 
palmitoyl  proteins  from  contaminating  proteins.  Notably,  prior  to  tryptic  digestion,  the  free  thiols 
(potentially  formerly  palmitoylated)  were  blocked  by  iodoacetamide  so  that  the  palmitoylation  sites,  which 
were  eventually  carbamidomethylated,  can  be  distinguished  from  nonpalmitoylated  cysteines,  which  were 
blocked  by  NEM  prior  to  the  ABE  reaction. 

However,  due  to  the  low  stoichiometry  of  palmitoylation,  the  protein-based  procedure  only  led  to  the 
characterization  of  a  small  number  of  palmitoylation  sites.  Therefore,  a  peptide-based  procedure  (Fig.  1, 
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lower  right  part)  was  developed  to  enrich  palmitoyl  peptides  so  that  more  palmitoylation  sites  can  be 
localized.  After  ABE  chemical  reactions  (Fig.  1,  upper  part),  whole  protein  lysates  were  digested  in 
solution  prior  to  affinity  purification.  In  vitro  biotinylated  (previously  palmitoylated)  peptides  were 
selectively  enriched  by  streptavidin  affinity  chromatography.  Bound  peptides  were  gently  eluted  by  TCEP 
and  originally  palmitoylated  cysteine  residues  became  free  cysteines.  In  contrast,  nonpalmitoylated 
cysteines  were  irreversibly  blocked  by  NEM  in  a  previous  step. 


Figure  1.  Schematic  representation  of  the 
PalmPISC  approach  for  large-scale 
palmitoyl  protein  enrichment  and 
identification  as  well  as  palmitoylation  site 
characterization.  Upper:  ABE  reaction  to 
replace  palmitoyl  groups  with  biotinyl  groups. 
Lower  left:  protein-based  procedure  to  enrich 
and  identify  palmitoyl  proteins.  Lower  right: 
peptide -based  procedure  to  enrich  palmitoyl 
peptides  and  to  localize  palmitoylation  sites. 


2.  Isolation  of  non-raft  and  raft-enriched  membrane  fractions 

Lipid  rafts  isolated  using  conventional  approaches  are  usually  contaminated  by  nuclear  fractions.  To 
minimize  this  contamination.  Dr.  Rosalyn  Adam  modified  a  successive  detergent  extraction  method 
originally  developed  by  Solomon  et  al  (1,20)  by  pelleting  nuclei  prior  to  detergent  extraction  (21). 
Subsequently,  I  performed  global  analysis  of  proteins  extracted  from  lipid  raft-enriched  fractions  isolated 
from  prostate  cancer  cells  using  the  original  as  well  as  the  modified  procedures.  This  proteomic  analysis 
validated  that  raft-enriched  fractions  isolated  using  the  modified  procedure  are  largely  free  of  nuclear 
contamination  (21).  Using  this  modified  procedure,  I  isolated  raft-enriched  and  non-raft  membrane 
fractions  from  the  human  prostate  cancer  cell  line  DU145  cells.  Western  blotting  analysis  validated  that 
lipid  raft  markers  caveolin-1  and  Gia2  were  greatly  enriched  in  the  raft-enriched  fractions  while  non-raft 
marker  P-tubulin  was  enriched  in  the  non-raft  fractions  (Fig.  2).  The  results  suggested  that  I  obtained 
raft-enriched  and  non-raft  membrane  fractions  as  expected. 
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Figure  2.  Isolation  of  lipid  raft-enriched  and  non-raft  membrane  fractions.  DU  145 

cell  lysates  were  subjected  to  successive  detergent  extraction  using  a  method  that  depletes 
nuclear  proteins  from  the  preparation  (6).  10  pg  proteins  from  cytoplasmic,  non-raft,  and 
lipid  raft-enriched  fractions  were  separated  by  SDS-PAGE,  electrotransfered  and 
immunoblotted  with  antibodies  for  the  indicated  proteins.  The  data  are  representative  of 
three  independent  experiments. 


3.  Purification  and  separation  of  palmitoyl  proteins 

I  used  the  PalmPISC  method  to  purify  palmitoyl  proteins  from  raft-enriched  and  non-raft  membranes 
isolated  from  DU  145  cells.  Figure  3  shows  a  representative  gel  image  of  experimental  (EXP)  and  control 
(CON)  groups  of  proteins,  which  were  purified  from  equal  amounts  of  total  proteins  extracted  from 
non-raft  (lane  2-3)  and  lipid  raft-enriched  (lane  4-5)  membranes.  Contaminating  proteins  were  only 
co-purified  at  low  levels  (lane  3  vs.  lane  2;  lane  5  vs.  lane  4).  The  SDS-PAGE  protein  patterns  were 
different  (lane  2  vs.  lane  4),  suggesting  that  some  palmitoyl  proteins  are  in  fact  concentrated  in  the 
raft-enriched  fractions  while  others  localize  predominantly  in  the  non-raft  fractions.  In  addition,  more 
proteins  were  found  to  be  purified  from  the  non-raft  fractions  than  from  the  raft-enriched  fractions  (lane  2 
vs.  lane  4).  This  observation  is  contrary  to  the  general  proposition  that  palmitoylation  targets  proteins  to 
liquid-ordered  lipid  raft  microdomains  because  of  the  saturated  nature  of  palmitate.  There  may  be 
several  reasons  for  this  interesting  finding.  Firstly,  tetraspanin-enriched  microdomains,  which  can  be 
disrupted  by  Triton  X-100  at  4°C,  contain  a  number  of  palmitoyl  proteins  (22).  Secondly,  some  palmitoyl 
proteins  (e.g.,  Ras  family  proteins)  are  also  prenylated,  and  prenylation  may  exclude  modified  proteins 
from  lipid  rafts  (23).  Indeed,  only  a  few  Ras-related  proteins  were  identified  in  the  present  study  in  the 
lipid  raft-enriched  fractions  (Table  SI).  Thirdly,  a  small  fraction  of  palmitoyl  proteins  may  also  be 
S-acylated  with  other  long-chain  fatty  acids  {e.g.,  Ci4;o  myristate,  Ci6;i  palmitoleate,  Ci8;o  sterate,  Ci8;i 
oleate,  and  C20:4  arachidonate)  and  unsaturated  fatty  acids  may  limit  association  with  raft  membranes. 
Finally,  some  palmitoylated  transmembrane  proteins  have  been  found  almost  exclusively  outside  raft 
microdomains.  For  example,  palmitoylation  of  tumor  endothelial  marker  TEM8  excludes  the  protein  from 
lipid  rafts,  while  mutations  of  the  cysteine  residues  target  the  protein  to  rafts  (24). 

Figure  3.  Electrophoretic  analysis  of  +hydroxylamine  (EXP)  and 
-hydroxylamine  (CON)  samples  purified  from  equal  amounts  of  non-raft  and 
lipid  raft-enriched  membrane  fractions  using  PalmPISC.  Purified  proteins 
were  resolved  on  a  12.5%  SDS-PAGF  gel  and  stained  with  Coomassie  Brilliant 
Blue  R-250  staining  solution.  Data  represent  at  least  three  independent 
experiments. 
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4.  Identitication  of  putative  palmitoyl  proteins  and  peptides 

Liquid  chromatography-tandem  mass  spectrometry  (LC-MS/MS)  and  spectral  counting  (19)  analyses  led 
to  the  identification  of  66  known  and  389  putative  palmitoyl  proteins  as  well  as  the  localization  of  23 
known  and  134  putative  palmitoylation  sites  (Table  S1~S7).  Many  well  known  palmitoyl  proteins,  such  as 
caveolins,  flotillins,  Ras  proteins,  and  G  protein  a  subunits,  were  identified  in  this  study.  Moreover,  among 
the  389  putative  palmitoyl  proteins,  97  can  be  metabolically  labeled  with  a  palmitate  analogue, 
17-octadecynoic  acid  (17-ODYA)  (14)  (Table  S3).  Figure  4  shows  a  representative  MS/MS  spectrum  for 
protein  identification,  which  was  derived  from  the  analysis  of  a  doubly  charged  peptide  (m/z  965.51)  from 
erythrocyte  band  7  integral  membrane  protein.  Figure  5  shows  a  representative  MS/MS  spectrum  for 
palmitoylation  site  localization,  from  which  Cysl7  was  identified  to  be  one  potential  palmitoylation  site  of 
flotillin-1  while  Cys5  was  not.  In  this  study,  all  peptides  were  identified  with  high  confidence  (p<0.05). 

Figure  4.  A  representative  tandem  mass 
spectrum  for  LC-MS/MS  analysis  of 
palmitoyl  proteins.  MS/MS  sequencing  of  a 
doubly  charged  peptide  with  m/z  965.51  led  to 
the  identification  of  the  peptide 
VQNATLAVANITNADSATR,  which  is  derived 
from  erythrocyte  band  7  integral  membrane 
protein. 


Figure  5.  A  representative  tandem  mass 
spectrum  for  palmitoylation  site 
characterization.  MS/MS  analysis  of  a  doubly 
charged  peptide  with  m/z  1069.2  identified  the 
peptide  MqxFFTCnemGPNEAMVVSGFCR, 
derived  from  flotillin-1.  The  palmitoylation  site 
Cysl7  can  be  easily  distinguished  from 
nonpalmitoylated  Cys5,  which  was  previously 
blocked  by  NEM. 


Notably,  in  this  study,  at  least  7  palmitoyl  acyltransferases  (PATs)  were  identified  to  be  putative  palmitoyl 
proteins.  DHHC5,  6,  and  8  were  found  to  be  palmitoylated  on  three  cysteine  residues  downstream  of 
DHHC-CRD  domain.  Alignment  analysis  revealed  that  the  three  cysteine  residues  are  embedded  in  a 
CCXy^isCS/T  motif  (Fig.  6).  The  palmitoylation  of  the  three  cysteines  results  in  the  formation  of  a  short 
loop,  which  may  act  as  a  scaffold  to  recruit  specific  substrates/regulators  to  the  PATs  and  contribute  to  the 
their  acyltransferase  specificity  and/or  activity  (Fig.  7). 
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Figure  6.  Illustration  of  primary  structures  of 
DHHC5,  DHHC6,  and  DHHC8  proteins  and 
alignment  of  CCX7^i3CS/T  loops.  Three  putative 
palmitoylated  eysteine  residues  are  loealized  downstream 
of  a  eonserved  DHHC-CRD  domain.  The  alignment 
analysis  of  the  eysteines  revealed  a  novel  CCX7^i3CS/T 
motif 


Figure  7.  Two  models  for  regulating  PAT  specificity  and/or  activity  by  protein  palmitoylation.  DHHC5  appears  to  be 
palmitoylated  on  three  eysteine  residues  downstream  of  the  DHHC-CRD  domain.  As  a  result,  a  seven  amino  aeid 
(^^^NNVSRVL^'^'^)  loop  is  formed,  whieh  may  fiinetion  as  a  seaffold  to  reeruit  speeifle  substrates  (A)  or  regulators  (B)  to 
DHHC5  and  eontribute  to  the  speeifieity  and/or  aetivity  of  the  PAT. 


5.  Validation  of  protein  palmitoylation  for  ribosomal  proteins  RPLIOA  and  RPL12  as  well  as 
acylprotein  thioester  1  (APTl) 

Ribosomal  proteins  are  a  major  component  of  ribosomes  and  play  key  roles  in  cellular  protein  biosynthesis. 
They  are  generally  localized  in  both  the  cytoplasm  and  nucleus  but  are  also  associated  with  rough 
endoplamsic  reticulum  (ER)  membranes  through  the  formation  of  complexes  comprising  ribosomes, 
nascent  polypeptide  chains,  signal  recognition  particles  (SRPs),  and  rough  ER-associated  SRP  receptors. 
Surprisingly,  the  global  analysis  of  palmitoyl  proteins  indicated  that  certain  ribosomal  subunits  are  targeted 
to  lipid  raft-enriched  membranes  through  protein  palmitoylation.  To  confirm  this  finding,  immunoblotting 
and  immunofluorescence  analyses  were  performed.  Localization  of  a  pool  of  RPLIOA  and  RPL12  proteins 
in  lipid  raft-enriched  membranes  was  validated  by  Western  blotting  (Fig.  8A).  ABE  purification  followed 
by  Western  blotting  confirmed  that  both  ribosomal  proteins  contain  thioester  bonds,  suggesting  that  they 
are  very  likely  palmitoylated  (Fig.  8B).  Very  recently,  an  independent  study  showed  that  RPLIOA  and 
RPL12  can  be  metabolically  labeled  by  a  palmitate  analogue,  17-ODYA  (14),  supporting  our  conclusion  of 
the  likely  palmitoylation  of  the  ribosomal  proteins.  Immunofluorescence  analysis  showed  that  a  fraction  of 
RPLIOA  proteins  colocalize  with  CTxB,  which  has  been  widely  exploited  to  visualize  lipid  rafts  because  it 
specifically  binds  to  lipid  raft-enriched  GMl  ganglioside  (Fig.  9,  upper  panels).  2-bromopalmitate  (2-BP), 
a  general  protein  palmitoylation  inhibitor,  treatment  disrupted  the  localization  of  RPLIOA  in  lipid  rafts  and 
resulted  in  the  accumulation  of  the  ribosomal  protein  in  nuclei  (probably  nucleoli)  (Fig.  9,  lower  panels). 


Collectively,  these  data  suggest  that  protein  palmitoylation  targets  a  fraction  of  certain  ribosomal  proteins 
to  lipid  rafts. 


HA 

ABE  purified  proteins 
Totai  proteins 


Figure  8.  Ribosomal  proteins  RPLIOA  and  RPL12  exist  in  lipid  raft-enriched  membranes  and  contain  thioester  bonds. 

(A)  10  \xg  proteins  from  the  eytoplasmie,  non-raft,  and  lipid  raft-enriehed  fraetions  were  separated  by  SDS-PAGE, 
eleetrotransfered,  and  immunoblotted  with  anti-RPLlOA  and  anti-RPL12  antibodies.  (B)  Validation  of  the  existenee  of 
thioester  bonds  in  RPLIOA  and  RPL12  proteins  using  ABE/immunoblotting.  Proteins  eontaining  thioester  bonds  and 
eontrols  were  ABE  purified  from  equal  amounts  of  lipid  raft-enriehed  fraetions  in  the  presenee  and  absenee  of  HA, 
respeetively.  RPLIOA  and  RPL12  proteins  were  deteeted  by  Western  blotting.  As  a  eontrol,  portions  of  the  unpurified 
samples,  i.e.,  total  proteins,  were  also  blotted.  Data  represent  at  least  three  independent  experiments. 


Figure  9.  A  pool  of  RPLIOA  proteins  localizes  in  lipid 
rafts  and  the  localization  can  be  disrupted  by  the  general 
palmitoylation  inhibitor,  2-BP.  DU  145  cells  treated  with 
100  pM  2-BP  (lower  panels)  or  vehicle  (0.1%  ethanol,  upper 
panels)  were  stained  with  0.5  pg/mL  FITC-CTxB  for  5  min, 
followed  by  staining  with  anti-RPLIOA  mAh  (1:100)  and 
Cy 3 -conjugated  secondary  antibody  (1:250).  Nuclei  were 
counterstained  with  DAPI.  Original  magnification  63X. 


APTl  is  the  only  known  cytoplasmic  thioesterase.  It  depalmitoylates  a  number  of  proteins  including  Ras 
and  G  protein  a  subunits  (25).  This  depalmitoylating  enzyme  primarily  localizes  in  cytoplasm  but  can  also 
be  membrane-associated  (26).  However,  little  is  known  about  the  mechanism(s)  that  targets  APTl  from 
cytosol  to  membranes.  My  global  analysis  of  palmitoyl  proteins  indicated  that  APTl  may  be  tethered  to 
membranes  through  protein  palmitoylation.  Western  blotting  analysis  suggested  that  APTl  predominantly 
localizes  in  cytoplasm  while  a  small  and  a  tiny  fractions  of  APTl  localizes  in  non-raft  and  raft-enriehed 
membranes,  respectively  (Fig.  lOA).  ABE/immunoblotting  analysis  confirmed  that  APTl  contains 
thioester  bonds  (Fig.  lOB).  2-BP  treatment  resulted  in  the  inhibition  of  APTl  association  with  non-raft  and 
raft-enriehed  membranes  (Fig.  IOC).  Collectively,  these  data  suggest  that  protein  palmitoylation  targets 
APTl  to  membrane  surfaces.  The  colocalization  of  APTl  with  certain  palmitoyl  proteins,  which  are  all 
membrane  associated,  may  facilitates  their  depalmitoylation. 
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Figure  10.  APTl  localizes  in  cytosol  and  non-raft  and  raft-enriched 
membranes  with  different  abundance  and  its  membrane  association  is 
regulated  by  protein  palmitoylation.  (A)  10  jug  proteins  from  the 
eytoplasmie,  non-raft,  and  lipid  raft-enriehed  fraetions  were  separated  by 
SDS-PAGE,  eleetrotransfered,  and  immunoblotted  with  anti-APTl 
antibody.  (B)  ABE/immunoblotting  analysis  suggested  the  existenee  of 
thioester  bonds  in  APTl.  Palmitoyl  proteins  were  ABE  purified  from  equal 
amounts  of  non-raft  fraetions  in  the  presenee  and  absenee  of  HA, 
respeetively.  APTl  was  deteeted  by  Western  blotting.  (C)  The  assoeiation 
of  APTl  with  non-raft  and  raft-enriehed  membranes  ean  be  inhibited  by 
2-BP,  further  validating  that  APTl  is  a  palmitoyl  protein. 


6.  Bioinformatic  analysis  reveals  two  potential  palmitoyl  protein  networks 

Increasing  evidence  shows  that  reversible  protein  palmitoylation  modulates  protein-protein  interactions 
and  provides  a  mechanism  for  regulating  the  formation  of  multiprotein  complexes.  To  investigate  whether 
palmitoylated  proteins  interact  with  each  other  and  form  dynamic  higher-order  assemblies,  I  employed 
Ingenuity  Pathway  Analysis  (IPA)  software  to  analyze  the  potential  for  direct  interactions  among  palmitoyl 
proteins  identified  with  high  confidence  and  currently  known  human  palmitoyl  proteins.  This  analysis 
revealed  that  122  proteins  form  a  large  network  via  direct  protein-protein  interactions,  in  which  two 
subnetworks  emerged  (Fig.  11).  One  subnetwork  is  centered  round  Cav-1,  which  directly  interacts  with  29 
other  palmitoyl  proteins  (Fig.  11  A).  The  other  subnetwork  is  based  on  several  tetraspanins  such  as  CD9, 
CD63,  CD81,  CD82,  and  CD151  (Fig.  IIB).  This  analysis  suggests  that  palmitoyl  proteins  are  greatly 
enriched  in  the  core  complexes  of  caveolae  and  tetraspanin-enriched  microdomains,  both  cholesterol-rich 
membrane  structures. 


Figure  11.  Virtual  palmitoyl  protein  complexes.  A  number  of  palmitoyl  proteins  direetly  internet  with  eaeb  other  and  form 
a  eaveolin-1  eomplex  (A)  and  a  tetraspanin  eomplex  (B),  suggesting  that  palmitoyl  proteins  are  greatly  enriehed  in  the  eore 
eomplexes  of  eaveolae  and  tetraspanin-enriehed  mierodomains.  Cyan,  green,  and  yellow  indieate  highly  probable  palmitoyl 
proteins  identified  only  by  the  protein-based  proeedure,  only  by  the  peptide-based  proeedure,  and  by  both  proeedures, 
respeetively.  White  indieates  known  human  palmitoyl  proteins  that  were  not  identified  in  DEF145  eells. 
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7.  Palmitoyl  proteins  play  a  key  role  in  transmitting  EGFR-Akt  signals  in  DU145  cells 

Very  recently,  our  group  published  a  paper  in  Cancer  Research  (27),  in  which  we  reported  that  EOF 
induced  formation  of  secreted  micro  vesicles  from  nonapoptotic  membrane  blebs  in  DU  145  cells  within  a 
few  minutes.  Overexpression  of  lipid  raft-resident  myristoylated/palmitoylated  Aktl  (MyrAktl)  also 
stimulated  PCa  cell  blebbing,  suggesting  that  EOF  induces  the  formation  of  microvesicles  through,  at  least 
in  part,  Aktl  present  in  lipid  rafts.  This  is  a  novel  function  for  lipid  raft-resident  Akt  I  have  performed 
comparative  proteomics  analysis  on  micro  vesicles  isolated  from  LNCaP  cells  overexpressing  MyrAktl  or 
an  irrelevant  gene,  LacZ.  Multiple  proteins  of  potential  relevance  to  cancer  progression  such  as  pyruvate 
kinase  M2  (PKM2)  and  programmed  cell  death  6  interacting  protein  (PDCD6IP)  were  identified  in  both 
types  of  LNCaP  cells.  Spectral  counting  (19)  analysis  showed  that  certain  molecules  were  upregulated  (e.g., 
PKM2)  or  downregulated  {e.g.,  S100A7)  in  micro  vesicles  shed  from  LNCaP/MyrAktl  cells  compared  to 
those  from  LNCaP/LacZ  cells.  Immunoblotting  analysis  suggested  that  microvesicles  shed  from  PCa  cells 
contain  numerous  signaling  proteins.  We  showed  that  these  micro  vesicles  are  capable  of  activating 
phosphotyrosine  and  Akt  pathway  signaling  as  well  as  stimulating  proliferation  and  migration  in  recipient 
cells.  However,  little  is  known  about  the  molecular  mechanisms  underlying  microvesicle  formation  in 
response  to  EOF  stimulation  or  accumulation  of  Aktl  in  lipid  rafts.  I  have  hypothesized  that  protein 
palmitoylation  plays  an  active  role  in  transmitting  EGFR  signaling  based  on  the  facts  1)  that  FASN,  the 
key  enzyme  catalyzing  the  production  of  pamitate,  is  hyperactive  in  blebbing  PCa  cells,  and  2)  that  protein 
palmitoylation,  a  reversible  lipid  modification,  regulates  the  precise  localization  of  signaling  proteins  in 
different  microdomains. 

To  challenge  this  hypothesis,  I  treated  DU145  cells  with  EOF  for  0,  5,  and  40  min  after  overnight  serum 
starvation.  I  isolated  non-raft  and  raft-enriched  membranes  using  our  modified  successive  detergent 
extraction  method  (21),  purified  palmitoyl  proteins  using  the  PalmPISC  method,  and  resolved  them  into 
two  SDS-gels  in  parallel.  One  gel  was  stained  with  highly  sensitive  Sypro  Ruby  stain  and  the  gel  images 
were  shown  in  the  upper  panels  of  Figure  12.  As  can  be  seen,  the  palmitoyl  protein  patterns  were  not 
significantly  changed  by  EOF  stimulation.  Proteins  in  the  other  gel  were  electrotransfered  onto 
nitrocehular  membrane  and  their  tyrosine  phosphorylation  levels  were  detected  by  an  anti-pTyr  antibody. 
As  shown  in  the  middle  and  the  lower  panels  of  Figure  12,  the  tyrosine  phosphorylation  levels  of  total 
non-raft  and  raft  proteins  only  slightly  went  up  after  EOF  stimulation.  This  is  probably  because  EGFR  is 
consitutively  active  in  DU  145  cells  due  to  its  overexpression.  Thus,  DU  145  cells  have  a  high  tyrosine 
phosphorylation  baseline  and  the  total  tyrosine  phosphorylation  level  is  modestly  changed  in  response  to 
EGF  treatment.  In  addition,  because  the  very  high  molecular  weight  proteins  are  much  harder  to  be 
electrotransfered  than  other  proteins,  only  a  small  fraction  of  EGFR  proteins  were  transfered  onto 
nitrocehular  membrane.  Therefore,  no  strong  tyrosine  phosphorylation  signals  for  EGFR  were  detected. 
However,  interestingly,  the  tyrosine  phosphorylation  levels  for  certain  palmitoyl  proteins  were  remarkably 
regulated  (Fig.  12,  middle  and  lower  panels). 
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Figure  12.  Tyrosine  phosphorylation  levels  for 
certain  palmitoyl  proteins  are  remarkably  changed 
in  response  to  EGF  stimulation  of  DU145  cells. 
Upper:  Sypro  Ruby  stained  gel  images  of  total  and 
purified  palmitoyl  proteins  from  non-raft  (left)  and 
raft-enriehed  (right)  membranes,  whieh  were  isolated 
from  DU  145  eells  treated  with  50  ng/mL  EGF  for  0,  5, 
and  40  min.  As  seen  here,  the  pattern  of  palmitoyl 
proteins  were  almost  unehanged,  suggesting  that 
abundant  palmitoyl  proteins  were  not  signifieantly 
ehanged  by  EGF  stimulation.  Middle  and  lower: 
Tyrosine  phosphorylation  levels  for  total  and  palmitoyl 
proteins  were  deteeted  by  immunoblotting  using 
anti-pTyr  antibody  (4G10).  Notably,  tyrosine 
phosphorylation  levels  for  eertain  palmitoyl  proteins 
were  signifieantly  regulated  in  response  to  EGF 
stimulation,  while  tyrosine  phosphorylation  levels  for 
total  non-raft  or  raft-enriehed  membrane  proteins  were 
only  slightly  upregulated. 


I  have  proposed  a  model  (Fig.  13)  to  interpret  this  interesting  and  unexpected  finding.  Tyrosine 
phosphorylation  plays  a  major  role  in  the  formation  of  multiprotein  signaling  complexes  and  protein 
palmitoylation  regulates  the  precise  localization  of  proteins.  Thus,  the  proteins  being  palmitoylated  and 
tyrosine  phosphorylated  are  likely  to  be  essential  for  the  formation  of  precisely  localized  signaling 
complexes.  The  remarkable  regulation  of  tyrosine  phosphorylated  palmitoyl  proteins  indicates  that  certain 
precisely  localized  signaling  complexes  are  significantly  regulated  in  response  to  EGF  stimulation  of 
DU145  cells.  Some  of  these  precisely  localized  complexes  may  play  a  crucial  role  in  the  formation  and 
secretion  of  microvesicles.  This  model  also  suggests  that  in  addition  to  inhibiting  certain  tyrosine  kinases, 
regulating  the  palmitoylation  level  of  certain  proteins  by  modulating  the  activity  and/or  specificity  of 
certain  PATs  or  APTs  may  also  inhibit  EGER  signaling.  In  other  words,  the  PATs  or  APIs  involved  in 
transmitting  EGFR  signaling  may  be  excellent  drug  targets  for  advanced  PCa. 
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Figure  13.  A  model  for  the  remarkable  regulation  of 
tyrosine  phosphorylation  levels  for  certain  palmitoyl 
proteins  in  response  to  EGF  treatment.  EGF  stimulation 
may  activate  tyrosine  kinases,  thus  regulating  the  formation 
of  multiprotein  signaling  complexes.  EGF  treatment  also 
regulates  protein  palmitoylation,  which  determines  the 
precise  localization  of  modified  proteins,  through  activating 
FASN  and  regulating  the  activities  of  certain  PATs  and/or 
APTs.  The  notable  regulation  of  tyrosine  phosphorylation 
levels  for  certain  palmitoyl  proteins  indicates  that  some 
precisely  localized  signaling  complexes  are  significantly 
regulated  in  response  to  EGF  stimulation. 


To  identify  the  key  palmitoyl  proteins  participating  in  transmitting  EGER  signaling  and  quantitatively 
gauge  their  tyrosine  phosphorylation  level  changes  in  response  to  EGF  stimulation,  we  have  started  to 
employ  SILAC,  a  state-of-the-art  quantitative  proteomics  technology.  The  principle  of  triplex  SILAC  is 
straightforward.  Three  populations  of  cells  are  cultivated  in  a  growth  medium  containing  “light”  (normal), 
“medium”,  and  “heavy”  amino  acids,  respectively.  Incorporation  of  the  “medium”  or  “heavy”  amino  acids 
into  a  peptide  leads  to  a  known  mass  shift  compared  with  the  peptide  that  contains  the  light  version  of  the 
amino  acids  (e.g.,  8  Da  in  the  case  of  ^^C6^^N2-lysine),  but  no  other  chemical  change.  A  trio  of  chemically 
identical  peptides  of  different  stable-isotope  composition  can  be  differentiated  in  a  mass  spectrometer 
owing  to  their  mass  difference.  The  ratio  of  peak  intensities  in  the  mass  spectrum  for  such  peptide  trios 
accurately  reflects  the  abundance  ratio  for  the  protein.  As  illustrated  in  Figure  14,  DU  145  cells  will  be 
cultured  in  “light”,  “medium”,  and  “heavy”  SILAC  media  and  will  be  treated  with  EGF  for  0,  5,  and  40 
min,  respectively.  Cells  will  be  harvested  and  mixed  at  1:1:1  ratio.  Palmitoyl  proteins/peptides  will  be 
purified  using  our  PalmPISC  method,  followed  by  protein  identification,  palmitoylation  site  localization, 
and  quantification.  Tyrosine  phosphorylated  peptides  will  be  purified  from  tryptic  peptides  derived  from 
purified  palmitoyl  proteins  or  from  total  proteins  extract  from  non-raft  or  raft-enriched  membranes.  These 
peptides  will  be  identified  and  their  tyrosine  phosphorylation  sites  will  be  characterized.  Moreover, 
tyrosine  phosphorylation  levels  of  these  peptides  will  be  quantitated.  We  believe  this  approach  will  lead  in 
year  2  to  the  identification  of  key  palmitoyl  proteins  involved  in  EGFR-Akt  signaling. 
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Figure  14.  Workflow  for  the  discovery  of  the  key 
palmitoyl  proteins  involved  in  transmitting  EGFR 
signaling  in  DU145  cells.  Cells  are  eultured  in  SILAC 
media  and  stimulated  with  EOF  for  0,  5,  and  40  min. 
Palmitoyl  proteins  are  purified  using  the  PalmPISC 
method.  Tyrosine  phosphopeptides  are  enriehed  from 
palmitoyl  proteins  or  total  membrane  proteins. 
Proteins/peptides  will  be  identified  and  quantitated 
using  LC-MS/MS  and  MaxQuant 

(www.maxquant.org),  an  open  souree  program. 


Key  research  Accomplishments 

1 .  I  have  shown  that  many  proteins  are  differentially  expressed  in  microvesicles  shed  from  LNCaP  cells 
expressing  MyrAktl  and  control  cells  expressing  LacZ. 

2.  I  have  developed  a  novel  method,  PalmPISC,  for  the  purification  and  identification  of  palmitoyl 
proteins  and  the  characterization  of  palmitoylation  sites. 

3.  I  have  shown  that  many  palmitoyl  proteins  were  also  present  in  abundance  outside  the  lipid  raft 
compartment,  although  some  palmitoyl  proteins  were  indeed  enriched  in  lipid  rafts. 

4.  I  have  shown  that  three  PATs,  i.e.,  DHHC5,  6,  and  8,  appear  to  be  palmitoylated  on  three  cysteines 
within  a  novel  CCXy^nCS/T  motif  downstream  of  a  conserved  DHHC-CRD  domain,  which  may  be  a 
potential  mechanism  for  regulating  acyltransferase  specificity  and/or  activity. 

5.  I  have  validated  that  ribosomal  proteins  RPLIOA  and  RPL12  as  well  as  thioesterase  APTl  are  tethered 
to  lipid  rafts  and/or  non-raft  membranes  through  protein  palmitoylation. 

6.  I  have  shown  that  palmitoyl  proteins  are  greatly  enriched  in  the  core  complexes  of  caveolae  and 
tetraspanin-enriched  microdomains. 

7.  I  have  shown  that  certain  palmitoyl  proteins,  both  within  and  outside  of  the  lipid  raft  compartment, 
transmit  EGFR-Akt  signaling  in  DU  145  cells. 


Reportable  Outcomes 

Yang  W.,  Di  Vizio  D.,  Kirchner  M.,  Steen  H.,  Freeman  M.R.  Proteome-scale  characterization  of  human 
S-acylated  proteins  in  lipid  raft-enriched  and  non-raft  membrane  domains.  Molecular  &  Cellular 
Proteomics  (In  revision) 

Di  Vizio,  D.,  Kim,  J.,  Hager,  M.  H.,  Morello,  M.,  Yang,  W..  Lafargue,  C.  J.,  True,  L.  D.,  Rubin,  M.  A., 
Adam,  R.  M.,  Beroukhim,  R.,  Demichelis,  F.,  Freeman,  M.  R.  (2009)  Oncosome  formation  in  prostate 
cancer:  Association  with  a  region  of  frequent  chromosomal  deletion  in  metastatic  disease.  Cancer  Res  69, 
5601-5609 
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Conclusion 


In  summary,  I  have  developed  a  novel  method  termed  PalmPISC  for  the  purification  and  identification  of 
palmitoyl  proteins  and  the  localization  of  palmitoylation  sites.  Palmitoylproteomics  analysis  of  lipid 
raft-enriched  and  non-raft  membranes  suggested  that,  although  some  palmitoyl  proteins  are  in  fact 
enriched  in  lipid  raft  compartment,  many  palmitoyl  proteins  are  present  in  abundance  outside  lipid  rafts. 
Three  protein  acyltransferases  DHHC5,  6,  and  8  appear  to  be  palmitoylated  on  three  cysteines  within  a 
novel  CCXy^isCS/T  motif  downstream  of  a  conserved  DHHC-CRD  domain,  which  may  be  a  potential 
mechanism  for  regulating  acyltransferase  specificity  and/or  activity.  Immunoblotting  and 
immunofluorescence  analyses  validated  that  ribosomal  proteins  RPLIOA  and  RPL12  as  well  as 
thioesterase  APTl  are  tethered  to  membrane  domains  through  protein  palmitoylation.  Bioinformatic 
analysis  indicated  that  palmitoyl  proteins  are  greatly  enriched  in  the  core  complexes  of  caveolae  and 
tetraspanin-enriched  membranes.  Functional  palmitoylproteomics  analysis  suggested  that  certain  palmitoyl 
proteins  participate  in  transmitting  EGFR  signaling.  The  protein  acyltransferases  and  acylprotein 
thioesterases  regulating  the  palmitoylation  levels  of  these  key  palmitoyl  proteins  may  be  novel  targets  for 
the  inhibition  of  EGFR-Akt  signaling,  which  can  be  exploited  for  the  treatment  of  androgen-refractory 
prostate  cancer. 
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Abstract 

Oncosomes  have  recently  been  described  as  membrane- 
derived  microvesicles  secreted  by  cancer  cells,  which  transfer 
oncogenic  signals  and  protein  complexes  across  cell  bound¬ 
aries.  Here,  we  show  the  rapid  formation  and  secretion  of 
oncosomes  from  DU145  and  LNCaP  human  prostate  cancer 
cells.  Oncosome  formation  was  stimulated  by  epidermal 
growth  factor  receptor  activation  and  also  by  overexpression 
of  membrane-targeted  Aktl.  Microvesicles  shed  from  prostate 
cancer  cells  contained  numerous  signal  transduction  proteins 
and  were  capable  of  activating  rapid  phospho-tyrosine  and 
Akt  pathway  signaling,  and  stimulating  proliferation  and 
migration,  in  recipient  tumor  cells.  They  also  induced  a 
stromal  reaction  in  recipient  normal  cells.  Knockdown  of  the 
actin  nucleating  protein  Diaphanous  Related  Formin  3  (DRF3/ 
Dia2)  by  RNA  interference  enhanced  rates  of  oncosome 
formation,  indicating  that  these  structures  resemble,  and 
may  be  identical  to,  nonapoptotic  membrane  blebs,  a  feature 
of  the  amoeboid  form  of  cell  motility.  Analysis  of  primary  and 
metastatic  human  prostate  tumors  using  lOOK  single  nucle¬ 
otide  polymorphism  arrays  revealed  a  significantly  higher 
frequency  of  deletion  of  the  locus  encoding  DRF3  (DIAPHS)  in 
metastatic  tumors  (P  =  0.001)  in  comparison  with  organ- 
confined  tumors.  Fluorescence  in  situ  hybridization  con¬ 
firmed  increased  chromosomal  loss  of  DIAPHS  in  metastatic 
tumors  in  a  different  cohort  of  patients  {P  =  0.006).  These  data 
suggest  that  microvesicles  shed  from  prostate  cancer  cells  can 
alter  the  tumor  microenvironment  in  a  manner  that  may 
promote  disease  progression.  They  also  show  that  DRF3  is  a 
physiologically  relevant  protein  that  seems  to  regulate  this 
process.  [Cancer  Res  2009;69(13):5601-9] 

Introduction 

Prostate  cancer  (PCa)  is  a  major  cause  of  cancer-related  death  in 
Western  countries.  Although  the  majority  of  cancers  are  unlikely  to 
progress  to  end-stage  disease,  castration-resistant  PCa  is  still  a 
major  clinical  challenge.  The  development  of  effective  therapies  for 
advanced  PCa  requires  an  understanding  of  the  processes  that 


Note:  Supplementary  data  for  this  article  are  available  at  Cancer  Research  Online 
(http://cancerres.aacrjournals.org/). 
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promote  the  metastatic  state.  Cancer  cells  colonize  distant  sites 
using  several  strategies,  including  production  of  proteases  that 
degrade  extracellular  matrix  (1),  and  extension  of  lamellipodia, 
filopodia,  and  other  dynamic  cell  processes  that  mediate  migration 
(2).  Formation  of  lamellipodia,  which  generate  force  at  the  front 
end  of  a  migrating  cell,  requires  actin  filament  assembly  and  the 
coordinated  activity  of  multiple  protein  complexes  that  regulate 
assembly  and  disassembly  of  the  cytoskeleton  (3). 

A  less  studied  mode  of  cell  motility,  termed  “amoeboid” 
movement,  occurs  as  a  result  of  nonapoptotic  blebbing  (4,  5). 
Plasma  membrane  blebs  arise  from  actomyosin  contractions  near 
the  cortical  cytoskeleton,  which  create  the  opportunity  for  rapidly 
forming  membrane  protrusions  to  arise  from  hydrostatic  pressure. 
Actin  filament  assembly  is  not  required  for  the  formation  of 
nonapoptotic  blebs,  but  force  generated  by  actin  filaments  is 
required  for  bleb  retraction.  Bleb-associated  movement  is  mediated 
by  Rho-GTPase/ROCK  signaling  (6)  and  generates  propulsive 
motion  through  a  three-dimensional  matrix  in  a  manner  that 
requires  limited  or  no  proteolysis  (7).  The  mechanisms  that  control 
the  amoeboid  phenotype  in  tumor  cells  are  poorly  understood,  as  is 
the  role  of  this  process  in  malignant  progression. 

Oncosomes  are  recently  discovered  membranous  microvesicles 
that  have  been  implicated  in  rapid  intercellular  transfer  of 
oncogenic  information  from  glioblastoma  to  indolent  glioma  cells 
(8).  Although  this  process  resembles  paracrine  signaling,  it  involves 
intercellular  transfer  of  a  membrane-bound  micro-organelle  rather 
than  a  soluble  protein  such  as  a  groAvth  factor  or  cytokine.  In  the 
present  study,  we  show  that  PCa  cells  shed  membrane-bound 
vesicles  in  response  to  signal  transducers.  These  structures  are 
fairly  large  (0.5  to  ~  5  pm),  originate  from  nonapoptotic  blebs  in 
response  to  signaling  cues,  and  have  biological  activity  in  their 
free-floating  state.  We  also  identify  the  formin  homology  protein, 
DRF3/Dia2,  as  a  protein  that  seems  to  functionally  inhibit 
oncosome  formation.  We  also  provide  the  first  evidence  that 
chromosomal  loss  at  the  DRF3  locus  {DIAPHS)  is  associated  with 
metastatic  PCa.  Our  results  suggest  the  novel  possibility  that 
oncosomes  may  play  a  role  in  progression  to  metastatic  disease 
through  the  controlled  export  of  oncogenic  protein  complexes. 

Materials  and  Methods 

Reagents.  Antibodies  were  from  Biosource,  Cell  Signaling,  BD  Trans¬ 
duction,  Santa  Cruz  Biotechnologies,  Sigma,  Covance,  Inc.,  and  Upstate. 
ZD  1839  (gefitinib)  was  from  AstraZeneca.  FuGENE6  was  from  Roche.  Other 
reagents  were  from  Sigma.  Anti-DRE3  monoclonal  antibody  was  a  gift  from 
Dr.  H.  Higgs  (Dartmouth  Medical  School,  Hanover,  NH). 
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Figure  1.  EGF  induces  formation  of  nonapoptotic  membrane  blebs.  A,  membrane  staining  with  0.5  ^ig/mL  FITC-CTxB  for  5  min,  after  3  h  of  treatment  with: 

(-)  vehicle  or  (+)  EGF  (50  ng/mL),  and  imaged  by  confocal  microscopy  (x63).  All  show  DU145  cells,  except  at  the  top  right,  which  shows  a  PC-3  cell  and  SV  into  the 
medium.  Inset,  a  single,  attached  bleb  at  higher  power.  B,  frames  (5-s  interval)  from  Movies  1  and  2  acquired  by  real-time  confocal  microscopy  of  DU  145  cells 
expressing  membrane-targeted  pMEM-YFP,  and  treated  with  EGF.  Two  examples  {differently  shaped  arrows)  of  bleb  dynamics.  C,  lysates  from  whole  cells  and  SV 
contain  endogenous  Cav-1,  consistent  with  localization  of  a  Cav-1-GFP  fusion  to  membrane  blebs.  D,  EGF  does  not  induce  apoptosis  under  these  experimental 
conditions,  as  shown  by  an  assay  for  cleaved  PARP. 


Cell  culture  and  transfections.  DU145,  LNCaP,  and  WPMY-1  cell  lines 
were  from  the  American  Type  Culture  Collection.  hTERT-immortalized 
normal  prostate  epithelial  cells  (iPrEC),  generously  provided  by  Dr.  W.  Hahn 
(Dana-Farber  Cancer  Institute,  Boston,  MA)  were  kept  in  PrEGM  medium. 
Stable  transfectant  cell  populations  (MyrAktl,  LacZ,  HB-EGF,  and  Vo)  were 
described  (9,  10).  Transient  transfection  [Cav-l-GFP  (11)  or  pMEM-YFP 
(12)]  were  done  using  FuGENE6.  These  constructs  were  generously  provided 
by  Dr.  M.  Lisanti  (Thomas  Jefferson  University,  Philadelphia,  PA)  and  Dr.  D. 
Clapham  (Harvard  Medical  School,  Boston,  MA),  respectively. 

Immunofluorescence  microscopy.  Cell  membranes  were  labeled  with 
FITC-conjugated  cholera  toxin  B  (CTxB)  subunit  (Sigma)  or  Alexa  594- 
conjugated  CTxB  (Molecular  Probes)  and  analyzed  as  previously 
described  (13). 

Isolation  of  oncosomes  and  oncosome  transfer  assays.  Shed  micro¬ 
vesicles  were  collected  from  conditioned  medium  and  purified  essentially  as 
described  (8).  Briefly,  medium  was  subjected  to  two  successive,  rapid 
centrifugations  at  300  and  12,000  g  to  eliminate  cells  and  debris. 
Microvesicles  were  then  pelleted  by  ultracentrifugation  for  2  h  at  100,000  g. 
Recovered  material  was  resuspended  in  ice-cold  PBS  and  quantified  by 
measuring  protein  content.  Recipient  cells  were  serum-starved  for  12  h  and 
were  subsequently  treated  with  20  pg  of  ultracentrifuged  material. 

Silencing  of  DRF3  expression.  DU145  cells  were  transfected  with  ON- 
TARGETplus  SMARTpool  siRNA  duplexes  for  the  target  sequence 
NM_030932,  or  with  control  nontargeting  siRNA  (Dharmacon,  Inc.)  using 
DharmaFECTl  reagent,  for  72  h.  Reverse  transcription-PCR  (RT-PCR)  and 


Western  Blotting  were  used  to  validate  specific  silencing  of  DRF3 
expression.  DIAPH3  gene-specific  primer  pair  (5'-TATATAGGTACCGCCAC 
CATGGAACGGCACCAGCCGCGGC-37  5'-AAGTTGGATATCCAGGCCATC- 
3')  was  used  for  the  RT-PCR,  and  PCR  products  analyzed  by  agarose  gel 
electrophoresis. 

Mass  spectrometry  and  label-free  quantification.  SDS-PAGE  gel  slices 
were  subjected  to  in-gel  digestion  as  described  (14).  Tryptic  peptides  were 
separated  at  circa  400  nL/min  with  60  min  linear  gradients  from  5%  to  31% 
acetonitrile  in  0.4%  formic  acid  and  analyzed  using  an  LTQ  ProteomeX  ion 
trap  mass  spectrometer  (Thermo  Finnigan).  Database  searches  were  done 
as  described  (13)  except  that  mass  tolerance  was  set  at  ±  1.5  Da  for  MS/MS 
spectra.  Proteins  were  identified  with  at  least  two  unique  peptides,  with 
each  peptide  having  an  ion  score  no  less  than  40  {P  <  0.05).  Relative  protein 
abundance  was  determined  using  label- free  spectral  counting  (15). 

Pathway  enrichment  and  network  analysis.  The  integrated  software 
suite  MetaCore  (GeneGo)  was  used  to  map  proteins  into  biological 
networks  of  human  protein-protein,  protein-DNA,  and  protein-compound 
interactions,  metabolic  and  signaling  pathways. For  network  analysis,  two 
algorithms  used  were  as  follows:  (a)  the  direct  interaction  algorithm  to  map 
direct  protein-protein  interaction;  {b)  the  shortest  path  algorithm  to  map 
the  shortest  interaction  pathway. 
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Cell  proliferation  and  migration  assays.  Cell  proliferation  was 
determined  by  viability  assay  (10).  Cell  migration  was  assessed  using  (a) 
in  vitro  wound  healing  assay  and  {b)  cell  migration  chambers  (Chemicon 
International,  Inc.). 

Single  nucleotide  polymorphism  arrays.  Human  specimen  collection 
and  preparation  have  been  described  (16).  Genomic  DNA  was  hybridized  to 
lOOK  SNP  arrays  (Affymetrix)  according  to  the  manufacturer’s  instructions. 
Arrays  were  scanned  with  a  GeneChip  Scanner  3000,  and  genotyping  was 
done  using  Affymetrix  Genotyping  Tools  Version  2.0.  Probe-level  signal 
intensities  were  normalized  to  a  baseline  array  using  invariant  set 
normalization  (17).  Single  nucleotide  polymorphism  (SNP)-level  signal 
intensities  were  obtained  using  a  model-based  (PM/MM)  method  (17). 
Tumor  data  were  normalized  against  data  from  normal  tissue  samples 
selected  for  similar  baseline  noise  characteristics  (18).  Noise  was  further 
reduced  using  the  segmentation  algorithm  Gain  and  Loss  Analysis  of  DNA 
(19).  Histogram  analysis  (18)  was  used  to  confirm  that  all  tumors  were 
sufficiently  enriched  to  observe  copy-number  changes.  Deletion  at  the 
D1APH3  locus  was  identified  as  segmented  log2  ratio  of  <—0.1,  a  value 
reached  in  only  0.5%  of  SNPs  in  data  from  normal  tissue. 

Dual  color  fluorescence  in  situ  hybridization.  DIAPH3  gene  alteration 
was  assessed  by  fluorescence  in  situ  hybridization  (FISH)  on  tissue 
microarray  sections  with  tissue  samples  from  radical  prostatectomy  and  a 
PCa  progression  tissue  microarray  (20).  For  the  DIAPH3  target  probe, 
spanning  the  DIAPH3  locus  (chrl3q21.2),  the  Biotin- 14-dCTP -labeled  BAG 
clones  RP11-643G22  and  RP11-638B12  (eventually  conjugated  to  produce  a 
red  signal)  were  applied.  For  the  reference  probe,  used  to  evaluate  tumor  cell 
ploidy  on  a  stable  area  of  chromosome  21,  the  Digoxigenin-ll-dUTP-labeled 
BAG  clone  RP11-451M12  (eventually  conjugated  to  produce  a  green  signal) 
was  applied.  The  BAG  clones  were  from  the  BAGPAG  Resource  Genter, 
Ghildren’s  Hospital  Oakland  Research  Institute.  Gorrect  chromosomal  probe 
localization  was  confirmed  on  normal  lymphocytes  metaphase  preparations. 
Tissue  hybridization,  washing,  and  color  detection  were  done  as  described 
(21).  The  samples  were  analyzed  under  a  x  60  oil  immersion  objective  using  an 
Olympus  BX-511  fluorescence  microscope,  a  charge-coupled  device  camera. 


and  the  GytoVision  FISH  software  (Applied  Imaging).  Semiquantitative 
evaluation  of  the  tests  was  done  by  D.D.V.  and  G.J.L.  on  at  least  50  nuclei. 

Real-time  RT-PCR.  Total  RNA  was  isolated  from  WPMY-1  using  TRlzol 
reagent,  further  purified  using  RNeasy  columns  and  reverse-transcribed 
using  iScript  reagent  (Bio-Rad  Laboratories),  according  to  the  manufac¬ 
turer’s  instructions.  cDNAs  were  amplified  with  gene-specific  primers  for 
vimentin,  or  glyceraldehyde-3-phosphate  dehydrogenase  (GAPDH)  using 
SYBR  Green  qPGR  Master  Mix.  Human  PRKARIA  was  used  as  an  irrelevant 
gene.  The  relative  abundance  of  a  given  transcript  in  control  and  treated 
cells  was  estimated  by  comparing  the  cycle  threshold  values  for  each 
sample  following  normalization  to  GAPDH. 

Results 

Inducible  formation  of  nonapoptotic  blebs  in  PCa  cells.  In 

experiments  where  DU145  human  PCa  cells  were  stimulated  with 
epidermal  growth  factor  (EGF),  we  noted  extensive  membrane 
blebbing  (Fig.  1),  which  occurred  immediately  (~5  minutes) 
following  groAvth  factor  treatment  and  persisted  for  24  hours 
(Supplementary  Fig.  SI).  Newly  formed  blebs  were  predominantly 
0.5  to  5  pm  in  diameter  and  could  be  labeled  with  the  ganglioside 
probe  CTxB  (Fig.  lA),  a  membrane-directed  yellow  fluorescent 
protein  (pMFM-YFP;  Fig.  IB;  ref.  12)  or  the  plasma  membrane 
glycoprotein  probe  wheat  germ  agglutinin  (data  not  shown). 
Sporadic  bleb  formation  was  also  observed  in  vehicle-treated  cells. 
Blebbing  did  not  coincide  with  increased  rates  of  cell  death 
(Fig.  ID),  indicating  that  these  structures  are  nonapoptotic 
membrane  blebs  described  in  other  cell  types  (22-26)  but  not  to 
our  knowledge  in  prostatic  cells.  Similar  rapid  blebbing  was  evoked 
from  the  PC-3  human  PCa  cell  line  in  response  to  FGF  (Fig.  lA). 

Live  confocal  imaging  of  DU145  cells  expressing  pMFM-YFP  and 
treated  with  FGF  showed  blebs  emerging  rapidly  as  protrusions, 


Figure  2.  Blebbing  is  associated  with  cell 
migration  and  activation  of  signaling,  and 
results  in  production  of  SVs  that  contain 
membrane  proteins.  A,  bleb  formation  in 
DU  145  cells  treated  with  EGF  (50  ng/mL; 
12  h)  in  a  wound-healing  assay.  B,  i,  Bleb 
formation  in  DU  145  cells  treated  with  EGF 
or  EGF  plus  gefitinib  (ZD1839;  10  i^mol/L). 
a,  bleb  formation  in  prostate  normal 
epithelial  (iPrEC)  and  stromal  (WPMY-1) 
cells,  in  comparison  with  DU  145,  with  and 
without  EGF.  iPrEC®  were  kept  in  PrEGM 
medium,  which  is  serum  free  but  contains 
EGF,  whereas  iPrEC^  were  transferred  to 
serum-free  RPMI  12  h  before  treatment. 

C,  bleb  formation  in  LNCaP  cells  stably 
engineered  to  express  MyrAktl , 
pro-HB-EGF,  or  soluble  (constitutively 
secreted)  sHB-EGF.  LacZ  (Irrelevant  gene) 
and  Vo  (vector  only)  are  negative  controls. 

D,  protein  from  whole  cell  lysates  and  SV 
from  EGF-treated  LNCaP/MyrAktl  cells 
were  blotted  with  the  indicated  antibodies. 
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which  were  sometimes  retracted  (Movie  1;  Fig.  1^).  Blebs  were  also 
completely  extruded  from  the  cell  body  and  released  into  the 
medium  (Movie  2;  Fig.  lA  and  C).  Isolation  of  shed  vesicles  (SV)  by 
collection  of  media  and  ultracentrifugation  indicated  that  they 
contained  the  membrane  protein  caveolin-1  (Cav-1;  Fig.  ID),  a  PCa 
serum  biomarker  and  an  indicator  of  advanced  disease  (27). 
Consistent  Avith  this  observation,  blebs  could  also  be  decorated 
Avith  Cav-l-GFP  (Fig.  ID).  An  in  vitro  wound-healing  assay  showed 
that  rates  of  bleb  formation  correlated  with  increased  cell 
migration  (Fig.  2A).  The  increase  in  rates  of  blebbing  in  response 
to  EGF  was  completely  suppressed  by  the  EGFR  inhibitor  gefitinib 
(Fig.  2Bi). 

We  observed  spontaneous  blebbing  in  LNCaP  PCa  cells; 
however,  basal  rates  of  bleb  formation  were  lower  in  LNCaP 
than  in  DU145,  a  more  aggressive  cell  line.  To  determine  whether 
blebbing  would  increase  in  response  to  activation  of  oncogenic 
signaling,  we  assessed  the  extent  of  bleb  formation  in  LNCaP  cells 
stably  expressing  the  potent  membrane-directed  oncoprotein 
MyrAktl  (9),  the  membrane-associated  precursor  form  of  the 
EGFR  ligand  HB-EGF  (proHB-EGF),  or  a  soluble  form  of  HB-EGF 
(sHB-EGF)  that  is  released  constitutively  into  the  medium  (10). 
Blebbing  was  significantly  increased  in  LNCaP  cells  expressing 


either  proHB-EGF  or  sHB-EGF  in  the  absence  of  exogenous  EGF 
(Fig.  2C).  Addition  of  EGF  further  increased  blebbing  in  MyrAktl- 
and  proHB-EGF-expressing  cells  (Fig.  2C).  Consistent  Avith  their 
sustained  export  of  high  levels  of  sHB-EGF,  EGF  did  not  have  a 
further  stimulatory  effect  on  LNCaP/sHB-EGF  cells.  Bleb  forma¬ 
tion  in  normal  prostate  epithelial  and  stromal  cells  was  modest 
and  unresponsive  to  EGF  (Fig.  2Biiy,  however,  in  this  case, 
blebbing  was  not  a  reflection  of  EGFR  level  or  sensitmty  to  ligand 
(Supplementary  Fig.  SIB). 

Bleb  secretions  contain  numerous  signal  transduction 
proteins.  Because  secreted  vesicles  (SV)  contained  Cav-1,  we 
hypothesized  that  they  might  contain  other  signaling  proteins  as 
cargo.  SV  from  LNCaP/MyrAktl  and  LNCaP  cells  transfected  Avith 
an  irrelevant  gene  (LacZ)  were  isolated  by  collection  of  medium, 
followed  by  ultracentrifugation.  SV  contained  the  membrane- 
associated  proteins  Akt  and  Src  (Fig.  2D);  however,  we  did  not 
detect  the  largely  nuclear  androgen  receptor  and  the  predomi¬ 
nantly  cytosolic  enzyme  fatty  acid  synthase,  both  of  which  are 
expressed  at  high  levels  in  LNCaP  cells.  We  detected  HA-tagged 
MyrAktl  in  SV  from  LNCaP/MyrAktl  cells  (Fig.  2D);  however, 
LNCaP/LacZ  cells  also  produced  SV  that  contained  endogenous 
Aktl  (Supplementary  Fig.  S2A). 
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Figure  3.  SVs  exhibit  oncosome  activity.  A,  proteins  identified  by  tandem  mass  spectrometry  in  bieb  materiai  and  quantified  using  spectrai  counting.  PDCD6IP, 
Programmed  Ceii  Death  6  interacting  Protein;  PABPC1,  Poiy(A)  Binding  Protein,  Cytopiasmic  1;  HSPA8,  Heat  Shock  70  kDa  Protein  8;  ANXA6,  Annexin  A  6; 
hnRNP-K,  Heterogeneous  Nuciear  Ribonucieoprotein  K;  PKM2,  Pyruvate  Kinase  M2;  PACSIN2,  Protein  Kinase  C  and  Casein  Kinase  Substrate  in  Neurons  2; 
PABPC4,  Poiy(A)  Binding  Protein,  Cytopiasmic  4;  RPLPO,  Ribosomai  Protein  Large  PO-iike  Protein;  IGSF8,  immunogiobuiin  Superfamiiy,  member  8;  YWHAE, 
Tyrosine  3-monooxygenase/tryptophan  5-monooxygenase  Activation  Protein,  e  Poiypeptide;  HSPA1L,  Heat  Shock  70  kDa  Protein  1-Like;  RPL7,  Ribosomai  Protein  L7; 
HSPA1A,  Heat  Shock  70  kDa  protein  1  A;  S100A7,  SI 00  caicium  binding  protein  A7;  JUP,  Junction  Piakogiobin;  XRCC6,  X-ray  Repair  Compiementing  defective  repair 
in  Chinese  hamster  ceiis  6.  B,  LNCaP/LacZ  ceiis  were  exposed  to  SV  obtained  from  EGF-treated  LNCaP/MyrAktl  ceiis.  Biotting  of  whoie  ceii  iysates  is  shown. 

C,  LNCaP/LacZ  exposed  to  20  ^ig  of  SV  or  vehicie  from  EGF-treated  LNCaP/MyrAktl  ceiis  and  assessed  for  p-Tyr  {top).  Bottom,  the  resuits  of  biotting  with 
p-EGFR  antibody  (p-Tyr^°®®).  D,  WPMY-1  ceiis  were  exposed  to  LNCaP/MyrAktl -derived  SV  for  the  indicated  times.  Vimentin  mRNA  was  quantified  by  qRT-PCR  in 
recipient  ceiis,  and  normaiized  using  GAPDH.  An  irreievant  gene,  PRKAR1A,  was  used  as  controi. 
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Table  1.  Proteins  identified  by  mass  spectrometry  were  analyzed  by  MetaCore  software  (GeneGo,  Inc.) 
in  which  the  output  is  either  an  intracellular  signaling  pathway  or  a  biological  process 

using  two  algorithms 

Pathway  models 

LacZ  (-log  P) 

MyrAktl(-logP) 

Translation:  elongation:  termination 

3.9 

(N/s) 

Cytoskeleton:  regulation  of  cytoskeleton  rearrangement 

(N/s) 

4.7 

Cell  cycle:  meiosis 

(N/s) 

5.9 

Cytoskeleton:  cytoplasm  microtubules 

(N/s) 

(N/s) 

Inflammation:  IL-6  signaling 

(N/s) 

4.1 

DNA  damage:  check  point 

(N/s) 

4.1 

Inflammation:  TREMI  signaling 

(N/s) 

3.9 

Cell  cycle:  GI-S 

(N/s) 

3.6 

Cell  adhesion:  cell  junctions 

(N/s) 

3.6 

Transduction:  translation  initiation 

4.5 

(N/s) 

Biological  process  models 

LacZ  (-log  P) 

MyrAktl(-logP) 

Glycolysis  and  gluconeogenesis 

(N/s) 

(N/s) 

Vitamin  K  metabolism 

(N/s) 

(N/s) 

Transcription:  role  of  heterochromatin  protein(HPI)  family  in  transcriptional  silencing 

(N/s) 

1.5 

Cell  cycle:  role  of  14-3-3  proteins  in  cell  cycle  regulation 

(N/s) 

5.7 

Translation:  regulation  of  translation  initiation 

1.6 

(N/s) 

Cytoskeleton  remodeling:  neurofilament 

(N/s) 

(N/s) 

Glycolysis  and  gluconeogenesis 

(N/s) 

(N/s) 

Transcription:  Role  of  AP  in  regulation  of  cellular  metabolism 

(N/s) 

(N/s) 

Cell  cycle:  spindle  assembly  and  chromosome  separation 

(N/s) 

(N/s) 

Development:  role  of  CDKS  in  neuronal  development 

(N/s) 

(N/s) 

NOTE:  Significance  was  defined  as  P  value  of  <0.05. 

Abbreviation:  N/s,  not  significant. 

To  identify  protein  cargo  in  SV  in  an  unbiased  manner,  LNCaP/ 
LacZ  and  LNCaP/MyrAktl  SV  protein  was  fractionated  by  SDS- 
PAGE.  Two  prominent  zones  containing  the  most  abundant 
proteins  ran  at  approximately  80  and  30  kDa  (Supplementary 
Fig.  S2B).  These  zones  were  excised  and  analyzed  by  tandem  mass 
spectrometry.  Each  protein  was  identified  from  at  least  two 
unique  peptides  with  an  ion  score  of  no  less  than  40  {P  <  0.01). 
SV  proteins  were  sorted  according  to  their  MOWSE  scores  and 
semiquantified  using  spectral  counting  (15).  Numerous  signaling 
proteins  involved  in  cell  metabolism,  mRNA  processing,  and  cell 
growth  and  motility  were  identified  (Supplementary  Table  SI; 
Fig.  3A).  The  majority  of  SV  proteins  were  present  in  both 
sublines,  although  as  shown,  there  were  some  quantitative 
differences  (only  proteins  with  <15  spectral  counts  in  at  least 
one  sample  are  shoAvn).  This  result  suggests  the  possibility  of 
changes  in  SV  protein  composition  with  alterations  in  signal 
transduction  (e.g.,  up-regulation  Akt  signaling  in  LNCaP/MyrAktl 
cells).  Multiple  proteins  of  potential  relevance  to  cancer 
progression  were  found,  including  the  folloAving:  {a)  the  cancer 
cell-specific  isoform  of  pyruvate  kinase  M2  (PKM2),  a  phospho- 
tyrosine-binding  protein  that  promotes  increased  cell  growth  and 
tumor  development  (28);  {b)  programmed  cell  death  6  interacting 
protein  (PDCD6IP),  also  known  as  Alix,  recently  shown  to  inhibit 
apoptosis  (29);  (c)  poly(A)-binding  protein  1  (PABPCl),  which 
associates  with  paxillin  and  promotes  cell  migration;  and  (d) 
hnRNP-K,  a  multifunctional  regulator  of  transcription  and 
translation  induced  by  extracellular  groAvth  promoting  signals 
that  enhance  cancer  cell  proliferation  (30). 


Mass  spectrometry  data  were  analyzed  using  the  MetaCore  data 
mining  tool^®  to  determine  whether  bleb/SV  cargo  could  be 
organized  into  coherent  networks  and  linked  to  one  or  more 
biological  processes.  Three  statistically  significant  associations 
with  GeneGo  ontology  pathway  or  biological  process  models,  all 
related  to  mRNA  translation,  were  identified  using  SV  proteins 
from  LNCaP/LacZ  cells  (Table  1).  Interestingly,  a  much  greater 
number  of  significant  associations  was  detected  using  SV  cargo 
from  LNCaP/MyrAkl  cells  (nine  such  associations  with  LNCaP/ 
Aktl  cells  versus  three  seen  with  LNCaP/LacZ  cells),  including  links 
to  cytoskeletal  rearrangement,  cell  cycle  progression,  inflammation, 
DNA  damage,  cell  adhesion,  and  mRNA  translation.  These  data 
suggest  the  possibility  that  the  vesicles  originating  from  plasma 
membrane  blebs  might  be  able  to  relay  signals  across  cell 
boundaries  in  a  manner  similar  to  recently  described  glioblasto¬ 
ma-derived  oncosomes  (8). 

Horizontal  signaling.  Because  analysis  of  LNCaP  SV  cargo 
suggested  that  the  bleb-derived  material  might  possess  bioactiv¬ 
ities  described  for  oncosomes,  we  asked  whether  LNCaP/MyrAktl 
SV  are  capable  of  altering  signal  transduction  in  recipient  cells  in  a 
horizontal  fashion.  SV  were  isolated  from  LNCaP/MyrAktl  cells 
and  recovered  material  was  quantified  by  determining  protein 
content.  Recipient  LacZ  cells  exposed  to  SV  from  LNCaP/MyrAktl 
cells  showed  a  time-dependent  activation  of  the  Akt  pathway 
(Fig.  3^),  as  assessed  using  a  consensus  Akt-phosphorylated 
substrate  antibody  (31).  Consistent  with  this,  levels  of  active  Aktl 
(p-S473)  and  its  phosphorylated  targets  GSK3a/|3  (p-S21/9)  and 
FoxOl  (p-S256)  increased  in  a  time-dependent  manner.  In  these 
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experiments,  HA-tagged  MyrAktl  was  transferred  to  recipient  cells 
(Fig.  3B,  arrow).  This  finding  shows  that  vesicles  shed  by  LNCaP/ 
MyrAktl  cells  possess  activities  associated  Avith  oncosomes.  They 
also  show  that  an  oncoprotein  (MyrAktl)  can  be  transferred  across 
cell  boundaries  with  SV  as  a  vehicle.  Consistent  Avith  these  data, 
LNCaP/MyrAktl  SV  also  evoked  robust  p-Tyr  signaling  and  EGFR 
pathway  activation  in  recipient  cells  (Fig.  3C).  SV  material  also 
elicited  increased  levels  of  Admentin  mRNA  in  WPMY-1  prostate 
stromal  cells  (Fig.  3D),  suggesting  that  the  vesicles  are  capable  of 
evoking  a  stromal  reaction  (32). 


The  actin-nucleating  protein  DRF3/Dia2  inhibits  bleb 
formation.  Nonapoptotic  membrane  blebbing  arises  from  mem¬ 
brane  deformations  resulting  from  actomyosin  contraction  (4)  and 
has  been  linked  to  amoeboid  cell  motility  and  matrix  invasion  (23). 
These  findings  imply  that  actin  remodeling  may  affect  oncosome 
formation.  To  test  this  idea,  we  focused  on  Diaphanous-Related 
Formin  3  (DRF3),  the  human  homologue  of  the  mouse  actin 
nucleating  protein  Drf3/mDia2  (33).  DRF3  is  encoded  on 
chromosome  13q,  which  contains  a  region  of  genomic  instability 
in  PCa  (34).  An  inhibitor  of  Drf3  was  recently  reported  to  induce 
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Figure  4.  DRF3  knockdown  by  RNAi 
results  in  oncosome  secretion. 

A,  verification  of  DIAPH3  gene  silencing  by 
siDRFS  in  DU  145  cells  by  Western  blot 
{top)  and  RT-PCR  {bottom).  Control 
nontargeting  siRNA  was  a  negative  control. 

B,  FITC-CTxB  staining  of  DU  145  cells 
showing  blebbing  in  siDRFS-transfected  or 
siRNA  control  cells,  with  or  without  EGF 
(3  h;  right).  C,  quantitative  analysis  of  bleb 
formation  in  DU145  cells  treated  with 
siRNA  for  DRF3  or  control  siRNA,  ±  EGF. 
D,  proliferation  assay  {left)  and  migration 
assay  {right)  in  DU  145  cells  treated  with 
SV  prepared  from  DU  145  cells  treated  with 
siRNA  control  oligos,  ±  EGF,  or  with 
DRF3-targeted  oligos.  *,  P  <  0.05. 
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Figure  5.  Genomic  profiling  of  primary  and  metastatic  PCa  at  the  DIAPH3 
locus.  A,  amplifications  {red)  and  deletions  (blue),  determined  by  segmentation 
analysis  of  normalized  signal  intensities  from  100K  SNP  arrays  (see  Materials 
and  Methods),  are  displayed  for  39  PCas  (X-axis;  primaries  and  metastases  are 
designated  along  the  top)  for  the  q  arm  of  chromosome  13  (chromosomal 
positions  indicated  along  the  /-axis  include  the  centromere,  q-terminus,  and 
RBI  loci).  B,  DIAPH3  fluorescent  in  situ  hybridization  was  done  by  dual  color 
FISH  on  PCa  tissues.  Left,  FISH  image  shows  both  red  signals  {DIAPH3  locus 
on  chr13q21.2)  and  green  signals  (a  stable  region  on  chr21q22.12)  in 
representative  nuclei  indicating  no  deletion  of  DIAPH3  in  tumor  cells.  Right, 
FISH  image  shows  one  red  signal  {DIAPH3  locus  on  chr13q21 .2)  and  two  green 
signals  (a  stable  region  on  chr21q22.12)  in  representative  nuclei.  Loss  of  the 
second  red  signal  is  consistent  with  deletion  at  DIAPH3.  Original  magnification  of 
FISH  images,  x60  objective. 


nonapoptotic  blebbing  (35),  suggesting  the  possibility  that  DRF3 
may  oppose  blebbing. 

DRF3  knockdown  by  RNA  interference  (RNAi),  using  a  pool  of 
four  siRNA  oligos  targeted  to  DRF3,  dramatically  increased  bleb 
formation  in  the  presence  of  EGF  (Fig.  4A-C),  a  result  that 
implicates  cytoskeletal  dynamics  in  the  blebbing  process.  To 
determine  whether  SV  derived  from  cells  in  which  DRF3  had  been 
knocked  down  would  affect  cell  behavior  in  recipient  cells,  we  did 
proliferation  and  migration  assays  using  DU145  cells  exposed  to  SV 
derived  from  DU145  cells  in  which  DRF3  expression  was  reduced 
by  RNAi.  Cell  proliferation  and  migration  were  increased  in 
recipient  cells  exposed  to  SV  isolated  from  DU145  cells  treated  with 
DRF3  siRNA,  at  a  level  quantitatively  comparable  with  that  elicited 
in  donor  cells  by  activation  of  EGFR  alone  (Fig.  4D). 


Frequent  chromosomal  deletions  at  the  DIAPH3  locus  in 
metastatic  PCa.  The  above  findings  suggest  that  DRF3  is  capable 
of  inhibiting  the  blebbing/ amoeboid  phenotype.  To  determine 
the  potential  relevance  of  these  observations  to  human  PCa,  we 
evaluated  the  human  DRF3  locus  {DIAPH3)  for  chromosomal 
alterations  using  lOOK  SNP  arrays,  profiling  12  primary  PCa  tumors 
and  27  metastatic  tumors.  A  total  of  19  (49%)  of  these  tumors 
exhibited  deletions  at  the  DIAPH3  locus  (Fig.  5A),  much  higher 
than  the  overall  20%  rate  of  deletion  across  the  genome.  Although 
all  of  these  tumors,  including  the  primaries,  were  sufficiently 
enriched  to  observe  copy-number  changes  elsewhere  in  the 
genome,  at  the  DIAPH3  locus,  deletions  were  observed  more 
frequently  among  metastases  [18  of  27  (67%)]  than  primaries  [1  of 
12  (8.3%);  2-sided  Fisher’s  exact  test,  P  =  0.001].  In  a  different  cohort 
of  patient  samples,  FISH,  an  alternative  method,  was  used  to  assess 
the  DIAPH3  locus  for  chromosomal  alterations.  FISH  results 
indicated  chromosomal  loss  of  DIAPH3  in  7  of  35  (20%)  primaries, 
and  9  of  14  (64%)  metastases  (Fig.  5B),  confirming  a  significantly 
higher  frequency  of  deletions  in  aggressive  disease  in  comparison 
with  primary  tumors  (2-sided  Fisher’s  exact  test,  P  =  0.006). 
DIAPH3  deletion  was  not  detected  in  benign  tissues. 

Discussion 

In  this  study,  we  describe  the  production  of  nonapoptotic 
membrane  blebs  in  human  PCa  cells  in  response  to  activation  of 
oncogenic  signaling  (EGFR  and  Akt  activation).  Formation  of  these 
dynamic  structures  correlates  with  cell  migration  and,  when  shed 
from  tumor  cells,  they  elicit  biological  responses  in  recipient  cells 
in  a  manner  that  resembles — but  is  mechanistically  distinct  from — 
paracrine  signaling.  We  conclude  that  the  microvesicles  we  have 
studied  here  are  functionally  equivalent  to  the  bioactive  oncosomes 
recently  described  as  products  of  aggressive  glioblastoma  cells  (8). 
We  also  identify  the  actin  nucleating  protein  DRF3  as  an 
endogenous  inhibitor  of  oncosome  formation.  Analysis  of  primary 
and  metastatic  prostate  tumors  using  high-density  SNP  arrays  and 
FISH  resulted  in  a  highly  significant  association  between  chromo¬ 
somal  loss  at  the  DRF3  {DIAPH3)  locus  and  metastatic  disease.  To 
our  knowledge,  this  is  the  first  study  that  describes  oncosome 
formation  by  PCa  cells,  the  first  to  link  formation  of  SV  with 
nonapoptotic  blebbing,  and  the  first  to  provide  evidence  for 
involvement  of  the  formin  DRF3  in  metastases  in  any  tumor 
system.  Oncosome  activity  was  shown  in  two  unrelated  PCa  cell 
line  backgrounds,  LNCaP  and  DU145,  and  similar  membrane 
blebbing  was  evoked  in  PC-3  cells  in  response  to  EGF,  suggesting 
that  this  is  a  general  phenomenon.  The  precise  relationship 
between  the  surprisingly  large  (0.5-5  pm)  SV  we  have  observed 
here  by  fluorescence  microscopy,  using  several  membrane  probes, 
and  the  smaller  (<0.1-1  pm)  secreted  vesicles  reported  by  other 
groups  (36,  37)  remains  to  be  determined. 

The  results  of  unbiased  mass  spectrometry  studies,  analysis  of 
knoAvn  proteins,  and  bioinformatics  evaluation  of  SV  cargo  proteins 
are  consistent  Avith  the  finding  that  oncosome  formation  can  result 
in  transfer  of  membrane-associated  protein  complexes  within  the 
tumor  microenvironment.  Oncosomes  might  also  be  vectors  of 
certain  cancer  progression  markers  that  are  detectable  in  the 
circulation.  One  such  marker,  Cav-1,  identified  in  our  study  as 
oncosome  cargo,  is  a  circulating  biomarker  of  metastatic  PCa 
(13,  27,  38).  Our  data  suggest  that  oncosome  secretion  is  a 
mechanism  whereby  the  integral  membrane  protein  Cav-1  obtains 
access  to  the  extracellular  space,  where  it  then  becomes  available 
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to  act  at  distant  sites.  Another  SV  cargo  protein  identified  by  mass 
spectrometry  is  hnRNP-K,  which  we  recently  showed  to  be  a  novel 
Akt  binding  protein  and  regulator  of  androgen  receptor  translation 
(39).  mRNA  translation  was  repeatedly  identified  in  the  present 
study  using  the  MetaCore  software  tool  as  a  biological  process  that 
was  significantly  associated  with  bleb  cargo  proteins. 

Our  data  indicate  that  the  actin  nucleator  DRF3  is  capable  of 
inhibiting  oncosome  formation,  because  DRF3  knockdoAvn  by  RNAi 
increased  blebbing  in  DU145  cells,  particularly  in  the  presence  of 
EOF.  DRF3  is  expressed  by  LNCaP,  DU145,  and  PC-3  human 
prostate  cell  lines  (data  not  shown).  Formin  homology  proteins 
mediate  cytoskeletal  dynamics  (9,  35)  and,  as  a  group,  have  been 
implicated  in  a  Avide  range  of  cellular  functions,  including  motility 
and  vesicular  trafficking  (40,  41).  The  formin  FHODl,  which 
exhibits  45%  sequence  homology  to  DRF3,  was  recently  implicated 
in  Src-dependent  plasma  membrane  blebbing  (42).  Human  DRF3  is 
not  well-studied,  although  analyses  of  the  mouse  homologue  Drf3, 
and  the  close  mouse  paralog,  Drfl/mDial,  indicate  that  DRF3  likely 
mediates  actin  filament  nucleation  and  elongation  (43)  and 
microtubule  stability  (44).  A  DRF3  interactor,  the  Diaphanous 
interacting  protein  DIP,  was  recently  shown  to  promote  plasma 
membrane  blebbing  by  acting  as  a  Dia  inhibitor  (35).  Nonapoptotic 
membrane  blebs  can  either  dissociate  from  the  cell  or  be  retracted 
in  an  actin-dependent  manner  (4).  Blebbing  has  been  linked  to  the 
amoeboid  form  of  cell  movement  (45)  and  our  data  indicate  that 
DRF3  likely  plays  a  role  within  a  critical  signaling  node  that  controls 
the  amoeboid  phenotype.  The  finding  that  DRF3  silencing  in  SV 
donor  cells  resulted  in  increased  cell  proliferation  and  migration  in 
SV  recipient  cells  provides  an  important  new  link  between:  {a) 
blebbing  and  the  amoeboid  phenotype  and  {b)  the  production  of 
vesicles  that  can  propagate  signals  horizontally  in  the  tumor 
microenvironment.  These  experimental  data  are  consistent  Avith  our 


analysis  of  human  prostate  tumors,  indicating  that  chromosomal 
loss  at  the  DRF3  coding  region  is  associated  Avith  metastatic  disease. 
Loss  of  function  at  the  DIAPH3  locus  from  somatic  mutation  may 
lead  to  alterations  in  the  propensity  toward  invasion  or  metastasis. 
We  are  currently  testing  this  hypothesis  experimentally. 

Our  experiments  suggest  that  oncosome  transfer  between  tumor 
cells,  or  between  tumor  and  stroma,  could  play  a  role  in 
propagation  of  aggressive  behaAdor  Avithin  the  tumor  microenvi¬ 
ronment.  As  pointed  out  by  Al-Nedawi  and  colleagues  (8), 
oncosome  exchange  is  markedly  different  from  paracrine  effects 
induced  by  soluble  ligands.  However,  this  process  could  result  in 
amplification  of  paracrine  pathways  through  intercellular  sharing 
of  membrane-associated  signaling  complexes.  Although  our  study 
focuses  on  PCa,  a  similar  microvesicular  transfer  mechanism  may 
operate  in  other  tumor  systems. 
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Table  SI.  Identification  of  human  S-acylated  proteins  from  non-raft  and  lipid  raft-enriched  fractions  using  the  protein-based  procedure. 


No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

1 

+ 

1PI00739539 

A26C1B 

Ankrd26-like  family  C  member  IB 

Raft 

7 

90/1075 

+ 

10.0 

6.5 

1.5 

6 

6 

1.0 

14 

7 

2.0 

2 

+  + 

IPI00002230 

A  AD  ACL  1 

Arylaeetamide  deaeetylase-like  1 

Non-raft 

13 

176/440 

+ 

26.0 

11.5 

2.3 

28 

16 

1.8 

24 

7 

3.4 

IPI00002230 

A  AD  ACL  1 

Arylaeetamide  deaeetylase-like  1 

Raft 

3 

41/440 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

3 

- 

1PI00027442 

AARS 

Alanyl-tRNA  synthetase,  eytoplasmie 

Non-raft 

5 

67/968 

- 

1.0 

2.0 

0.5 

2 

3 

0.7 

0 

1 

0.0 

4 

+  +  +  +  + 

IPI00065486 

ABCB6 

CDNA  FLJ32464  fis,  elone  SKNMC 1000251,  highly  similar  to  Homo 
sapiens  MT-ABC  transporter  (MTABC)  mRNA 

Non-raft 

9 

139/766 

+  +  +  +  + 

7.0 

0.0 

23.3 

11 

0 

36.7 

3 

0 

10.0 

5 

+  + 

1PI00008338 

ABCCl 

Isoform  2  of  Multidrug  resistanee-assoeiated  protein  1 

Non-raft 

2 

18/1472 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

6 

+  +  +  +  + 

IPI00006675 

ABCC4 

Multidrug  resistanee-assoeiated  protein  4 

Non-raft 

5 

60/1325 

+  +  +  +  + 

3.5 

0.0 

11.7 

4 

0 

13.3 

3 

0 

10.0 

7 

- 
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ABCEl 

ATP-binding  eassette  sub-family  E  member  1 

Non-raft 

9 

141/599 
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1.1 

6 

5 
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2 

2 

1.0 

8 

+  + 
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3-ketoaeyl-CoA  thiolase,  mitoehondrial 
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2 
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- 

1PI00005040 
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Medium-ehain  speeifie  aeyl-CoA  dehydrogenase,  mitoehondrial 
preeursor 

Non-raft 

2 

20/421 

- 

0.0 

1.0 
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0 

2 

0.0 

0 

0 

0.0 

10 

- 

1PI00028031 

ACADVL 

Isoform  1  of  Very-long-ehain  speeifie  aeyl-CoA  dehydrogenase, 
mitoehondrial  preeursor 

Non-raft 

16 
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- 

7.0 

5.0 

1.4 

10 

4 

2.5 

4 

6 
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+  +  +  +  + 
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Aeetyl-CoA  aeetyltransferase,  mitoehondrial  preeursor 

Non-raft 

10 

159/427 

+  +  +  +  + 

8.0 

1.5 

5.3 

11 

2 

5.5 

5 

1 

5.0 

12 

+  +  +  +  + 

1PI00291419 

ACAT2 

Aeetyl-CoA  aeetyltransferase,  eytosolie 
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8 
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+  +  +  +  + 

6.5 
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1 

10.0 

3 

0 
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13 

- 
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ATP-eitrate  synthase 

Non-raft 

6 
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1.5 
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Aeonitate  hydratase,  mitoehondrial  preeursor 
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2.5 
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2.5 
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+  + 
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ACP2 

Eysosomal  aeid  phosphatase  preeursor 
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18/423 
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1.0 

0.0 

3.3 

2 
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16 

+ 
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ACSL3 

Eong-ehain-fatty-aeid— CoA  ligase  3 
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10 

143/720 

+ 

5.0 

2.0 
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6 

2 

3.0 

4 

2 

2.0 

17 

+  + 

1PI00029737 
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Isoform  Eong  of  Eong-ehain-fatty-aeid— CoA  ligase  4 

Non-raft 

5 

75/711 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

18 

- 
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ACTAl 

Aetin,  alpha  skeletal  musele 

Non-raft 

13 

123/377 

- 

19.0 

21.0 

0.9 

17 

21 

0.8 

21 

21 

1.0 
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ACTAl 

Aetin,  alpha  skeletal  musele 

Raft 

16 

198/377 

- 

32.5 

23.0 

1.4 

22 

24 

0.9 

43 

22 
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19 

- 
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5 
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- 
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25 
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61 

54 

1.1 

34 
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24 
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- 

IPI00021440 

ACTGl 

Aetin,  eytoplasmie  2 
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23 
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20 
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4 

9 
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Alpha-aetinin-4 

Raft 

32 

402/911 

- 

13.5 

12.5 

1.1 

27 

25 

1.1 

0 

0 

0.0 

24 

- 

IPI00028091 

ACTR3 

Aetin-like  protein  3 

Non-raft 

3 

34/418 

- 

0.0 

1.5 

0.0 

0 

3 

0.0 

0 

0 

0.0 

25 

+  +  +  +  + 

IPIOOO 13 897 

ADAM  10 

ADAM  10  preeursor 

Non-raft 

13 

161/748 

+  +  +  +  + 

7.0 

1.5 

4.7 

11 

3 

3.7 

3 

0 

10.0 

IPIOOO 13 897 

ADAM  10 

ADAM  10  preeursor 

Raft 

2 

24/748 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

26 

+  +  + 

IPI00029606 

ADAM  17 

Isoform  B  of  ADAM  17  preeursor 

Non-raft 

4 

50/694 

+  +  + 

2.0 

0.0 

6.7 

1 

0 

3.3 

3 

0 

10.0 

IPI00029606 

ADAM  17 

Isoform  B  of  ADAM  17  preeursor 

Raft 

2 

20/694 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

2 

0 

6.7 

27 

- 

IPI00440932 

ADAM9 

Isoform  1  of  ADAM  9  preeursor 

Non-raft 

9 

111/819 

- 

5.5 

5.0 

1.1 

9 

9 

1.0 

2 

1 

2.0 

28 

+  +  + 

IPI00025057 

ADAR 

Isoform  2  of  Double-stranded  RNA-speeifie  adenosine  deaminase 

Raft 

3 

52/1200 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

29 

+  +  +  + 

IPIOOO 19 141 

AGP  ATI 

l-aeyl-sn-glyeerol-3 -phosphate  aeyltransferase  alpha 

Non-raft 

2 

31/283 

+  +  +  + 

2.5 

0.0 

8.3 

2 

0 

6.7 

3 

0 

10.0 

30 

+  +  + 

IPI00385128 

AGPAT7 

Isoform  1  of  l-aeyl-sn-glyeerol-3 -phosphate  aeyltransferase  eta 

Non-raft 

5 

61/524 

+  +  + 

3.0 

0.5 

6.0 

4 

1 

4.0 

2 

0 

6.7 

31 

- 

IPIOOO 10349 

AGPS 

Alkyldihydroxyaeetonephosphate  synthase,  peroxisomal  preeursor 

Non-raft 

4 

54/658 

- 

1.0 

1.5 

0.7 

2 

3 

0.7 

0 

0 

0.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

32 

- 

IPI00374563 

AGRN 

Agrin  precursor 

Non-raft 

7 

84/2045 

- 

0.5 

3.5 

0.1 

1 

7 

0.1 

0 

0 

0.0 

IPI00374563 

AGRN 

Agrin  precursor 

Raft 

5 

62/2045 

+ 

2.0 

1.0 

2.0 

4 

2 

2.0 

0 

0 

0.0 

33 

- 

IPIOOO 12007 

AHCY 

Adenosylhomocysteinase 

Non-raft 

8 

84/432 

- 

2.0 

3.0 

0.7 

4 

4 

1.0 

0 

2 

0.0 

34 

- 

1PI00182938 

AHCYLl 

Putative  adenosylhomocysteinase  2 

Non-raft 

2 

26/530 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

35 

- 

IPI00021812 

AHNAK 

Neuroblast  differentiation-associated  protein  AHNAK  (Fragment) 

Non-raft 

4 

56/5890 

- 

1.0 

1.5 

0.7 

2 

3 

0.7 

0 

0 

0.0 

36 

+  +  + 

1PI00856045 

AHNAK2 

Isoform  1  of  protein  AHNAK2 

Non-raft 

3 

38/5795 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

37 

+  + 

1PI00000690 

AIFMl 

Isoform  1  of  Programmed  cell  death  protein  8,  mitochondrial  precursor 

Non-raft 

2 

27/613 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

38 

+ 

IPI00413641 

AKRIBI 

Aldose  reductase 

Non-raft 

2 

18/316 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

39 

+  + 

IPI00015102 

ALCAM 

CD  166  antigen  precursor 

Non-raft 

2 

24/583 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

40 

+  +  +  +  + 

IPI00008982 

ALDH18A1 

Isoform  Long  of  Delta  l-pyrroline-5-carboxylate  synthetase 

Non-raft 

8 

90/795 

+  +  +  +  + 

6.0 

1.0 

6.0 

9 

1 

9.0 

3 

1 

3.0 

41 

+  +  +  +  + 

IPIOO 103467 

ALDHIBI 

Aldehyde  dehydrogenase  X,  mitochondrial  precursor 

Non-raft 

6 

94/517 

+  +  +  +  + 

5.0 

0.5 

10.0 

5 

0 

16.7 

5 

1 

5.0 

42 

+ 

IPI00006663 

ALDH2 

Aldehyde  dehydrogenase,  mitochondrial  precursor 

Non-raft 

4 

58/517 

+ 

2.5 

1.0 

2.5 

2 

2 

1.0 

3 

0 

10.0 

43 

+  +  +  +  + 

IPIOOO 18031 

ALDH3B1 

Isoform  1  of  Aldehyde  dehydrogenase  3B 1 

Non-raft 

8 

96/468 

+  +  +  +  + 

6.5 

0.0 

21.7 

9 

0 

30.0 

4 

0 

13.3 

IPIOOO 18031 

ALDH3B1 

Isoform  1  of  Aldehyde  dehydrogenase  3B 1 

Raft 

2 

23/468 

+  +  +  + 

2.5 

0.0 

8.3 

3 

0 

10.0 

2 

0 

6.7 

44 

+  +  + 

IPIOOO 19888 

ALDH5A1 

Succinate  semialdehyde  dehydrogenase,  mitochondrial  precursor 

Non-raft 

2 

28/535 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

45 

+  +  + 

IPI00024990 

ALDH6A1 

Methylmalonate-semialdehyde  dehydrogenase  [acylating], 
mitochondrial  precursor 

Non-raft 

4 

44/535 

+  +  + 

2.0 

0.0 

6.7 

1 

0 

3.3 

3 

0 

10.0 

46 

- 

IPI00221234 

ALDH7A1 

Similar  to  Aldehyde  dehydrogenase  family  7  member  A1 

Non-raft 

4 

55/539 

- 

1.5 

1.5 

1.0 

2 

3 

0.7 

1 

0 

3.3 

47 

- 

IPI00465439 

ALDOA 

Fructose-bisphosphate  aldolase  A 

Non-raft 

21 

251/364 

- 

18.5 

16.5 

1.1 

26 

24 

1.1 

11 

9 

1.2 

48 

- 

IPI00022426 

AMBP 

AMBP  protein  precursor 

Non-raft 

3 

31/352 

- 

0.0 

2.0 

0.0 

0 

0 

0.0 

0 

4 

0.0 

IPI00022426 

AMBP 

AMBP  protein  precursor 

Raft 

2 

19/352 

- 

0.0 

1.0 

0.0 

0 

0 

0.0 

0 

2 

0.0 

49 

+  +  +  +  + 

■  IPI00030431 

ANTXRl 

Isoform  1  of  Anthrax  toxin  receptor  1  precursor 

Non-raft 

8 

83/564 

+  +  +  +  + 

9.5 

0.0 

31.7 

12 

0 

40.0 

7 

0 

23.3 

IPI00030431 

ANTXRl 

Isoform  1  of  Anthrax  toxin  receptor  1  precursor 

Raft 

5 

54/564 

+  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

2 

0 

6.7 

50 

+  +  +  +  + 

■  IPI00036552 

ANTXR2 

Isoform  2  of  Anthrax  toxin  receptor  2  precursor 

Non-raft 

3 

35/386 

+  +  +  +  + 

3.0 

0.0 

10.0 

3 

0 

10.0 

3 

0 

10.0 

51 

- 

IPI00218918 

ANXAl 

Annexin  A1 

Non-raft 

9 

117/346 

- 

3.5 

2.5 

1.4 

7 

4 

1.8 

0 

1 

0.0 

52 

- 

IPI00418169 

ANXA2 

annexin  A2  isoform  1 

Non-raft 

24 

228/357 

- 

32.0 

26.0 

1.2 

44 

30 

1.5 

20 

22 

0.9 

IPI00418169 

ANXA2 

annexin  A2  isoform  1 

Raft 

19 

188/357 

+ 

19.5 

13.0 

1.5 

23 

20 

1.2 

16 

6 

2.7 

53 

- 

IPI00334627 

ANXA2P2 

Similar  to  annexin  A2  isoform  1 

Non-raft 

11 

138/339 

- 

9.5 

6.5 

1.5 

17 

12 

1.4 

2 

1 

2.0 

IPI00334627 

ANXA2P2 

Similar  to  annexin  A2  isoform  1 

Raft 

2 

21/339 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

54 

+  +  + 

IPI00555692 

ANXA4 

ANXA4  protein 

Non-raft 

6 

78/319 

+  +  + 

3.0 

0.5 

6.0 

6 

1 

6.0 

0 

0 

0.0 

55 

+ 

IPI00002459 

ANXA6 

annexin  VI  isoform  2 

Non-raft 

5 

68/667 

+ 

2.0 

1.0 

2.0 

4 

2 

2.0 

0 

0 

0.0 

56 

+  + 

IPIOOO 16621 

AP2A2 

AP-2  complex  subunit  alpha-2 

Non-raft 

2 

28/940 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

IPIOOO 16621 

AP2A2 

AP-2  complex  subunit  alpha-2 

Raft 

2 

28/940 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

57 

+ 

IPI00215911 

APEXl 

DNA-(apurinic  or  apyrimidinic  site)  lyase 

Non-raft 

4 

68/318 

+ 

2.5 

1.5 

1.7 

4 

3 

1.3 

2 

0 

6.7 

IPI00215911 

APEXl 

DNA-(apurinic  or  apyrimidinic  site)  lyase 

Raft 

5 

83/318 

+ 

3.0 

1.0 

3.0 

3 

1 

3.0 

3 

1 

3.0 

58 

+ 

IPI00298520 

ARCNl 

Hypothetical  protein  DKFZp686M09245 

Non-raft 

7 

78/552 

+ 

4.0 

2.0 

2.0 

6 

3 

2.0 

2 

1 

2.0 

59 

- 

IPI00215914 

ARFl 

ADP-ribosylation  factor  1 

Non-raft 

2 

28/181 

- 

0.5 

0.5 

1.0 

0 

0 

0.0 

1 

1 

1.0 

60 

- 

IPI00291560 

ARGl 

Isoform  1  of  Arginase-1 

Non-raft 

3 

42/322 

- 

0.0 

1.5 

0.0 

0 

3 

0.0 

0 

0 

0.0 

IPI00291560 

ARGl 

Isoform  1  of  Arginase-1 

Raft 

4 

53/322 

- 

1.0 

1.5 

0.7 

2 

3 

0.7 

0 

0 

0.0 

61 

+  +  +  + 

IPI00005163 

ARL15 

ARFRP2  protein 

Non-raft 

4 

58/204 

+  +  +  + 

3.5 

0.0 

11.7 

2 

0 

6.7 

5 

0 

16.7 

62 

- 

IPIOO 169267 

ARL6IP2 

ARL6IP2 

Non-raft 

2 

30/583 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

63 

+  +  + 

IPI00007426 

ARL6IP5 

PRAl  family  protein  3 

Non-raft 

3 

39/188 

+  +  + 

2.5 

0.5 

5.0 

5 

0 

16.7 

0 

1 

0.0 

64 

+  +  + 

IPIOO 167074 

ARL6IP6 

Phosphonoformate  immuno-associated  protein  1 

Non-raft 

2 

20/226 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

65 

+ 

IPIOOO 18871 

ARL8B 

ADP-ribosylation  factor-like  protein  8B 

Non-raft 

3 

47/238 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

1 

0 

3.3 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

66 

+  +  + 

1P100013698 

ASAHl 

Acid  ceramidase  precursor 

Non-raft 

3 

29/395 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

67 

+  + 

1P100420014 

ASCC3L1 

U5  small  nuclear  ribonucleoprotein  200  kDa  helicase 

Raft 

9 

103/2136 

+  + 

3.5 

1.0 

3.5 

7 

2 

3.5 

0 

0 

0.0 

68 

+  +  + 

1P100554777 

ASNS 

Asparagine  synthetase 

Non-raft 

2 

23/561 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

69 

+ 

1P100294834 

ASPH 

Aspartyl/ asparaginyl  beta-hydroxylase 

Raft 

3 

43/758 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

1P100294834 

ASPH 

Aspartyl/ asparaginyl  beta-hydroxylase 

Non-raft 

8 

93/758 

+ 

4.0 

1.5 

2.7 

6 

3 

2.0 

2 

0 

6.7 

70 

+ 

1P100550523 

ATL3 

hypothetical  protein  LOC25923 

Non-raft 

3 

55/541 

+ 

1.5 

1.0 

1.5 

3 

1 

3.0 

0 

1 

0.0 

71 

+  +  +  +  + 

1P100255653 

ATPllA 

Probable  phospholipid-transporting  ATPase  IH 

Non-raft 

8 

103/1134 

+  +  +  +  + 

5.0 

0.0 

16.7 

7 

0 

23.3 

3 

0 

10.0 

72 

+  +  +  +  + 

1P100240793 

ATPllB 

Probable  phospholipid-transporting  ATPase  IF 

Non-raft 

6 

97/1177 

+  +  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

3 

0 

10.0 

73 

+  +  +  + 

IPlOO 177661 

ATP  13  A3 

PREDICTED:  similar  to  Probable  cation-transporting  ATPase  13 A3 
(ATPase  family  homolog  up-regulated  in  senescence  cells  1)  isoform  2 

Non-raft 

5 

79/684 

+  +  +  + 

2.5 

0.0 

8.3 

5 

0 

16.7 

0 

0 

0.0 

74 

- 

1P100006482 

ATPlAl 

Isoform  Long  of  Sodium/potassium-transporting  ATPase  alpha- 1  chain 
precursor 

Non-raft 

28 

327/1023 

- 

20.0 

15.0 

1.3 

27 

20 

1.4 

13 

10 

1.3 

1P100006482 

ATPlAl 

Isoform  Long  of  Sodium/potassium-transporting  ATPase  alpha- 1  chain 
precursor 

Raft 

6 

82/1023 

- 

2.5 

2.0 

1.3 

5 

4 

1.3 

0 

0 

0.0 

75 

+ 

1P1002 19078 

ATP2A2 

Isoform  SERCA2B  of  Sarcoplasmic/endoplasmic  reticulum  calcium 
ATPase  2 

Non-raft 

28 

345/1042 

+ 

24.0 

16.0 

1.5 

31 

25 

1.2 

17 

7 

2.4 

76 

+ 

1P100021695 

ATP2B1 

Isoform  D  of  Plasma  membrane  calcium-transporting  ATPase  1 

Non-raft 

7 

79/1258 

+ 

3.0 

1.5 

2.0 

6 

3 

2.0 

0 

0 

0.0 

77 

+ 

1P100012490 

ATP2B4 

Isoform  XD  of  Plasma  membrane  calcium-transporting  ATPase  4 

Non-raft 

9 

118/1241 

+ 

4.5 

1.5 

3.0 

9 

3 

3.0 

0 

0 

0.0 

78 

+  + 

1P100220473 

ATP2C1 

Isoform  2  of  Calcium-transporting  ATPase  type  2C  member  1 

Non-raft 

2 

28/888 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

79 

+ 

1P100440493 

ATP5A1 

ATP  synthase  subunit  alpha,  mitochondrial  precursor 

Non-raft 

18 

233/553 

+ 

13.0 

7.5 

1.7 

17 

10 

1.7 

9 

5 

1.8 

80 

+  +  +  +  + 

1P100303476 

ATP5B 

ATP  synthase  subunit  beta,  mitochondrial  precursor 

Non-raft 

5 

76/529 

+  +  +  +  + 

4.5 

1.0 

4.5 

5 

2 

2.5 

4 

0 

13.3 

81 

+  + 

1P1002 19291 

ATP5J2 

ATP  synthase,  H+  transporting,  mitochondrial  FO  complex,  subunit  F2 
isoform  2b 

Non-raft 

2 

24/88 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

82 

+  + 

1P100007611 

ATP50 

ATP  synthase  O  subunit,  mitochondrial  precursor 

Non-raft 

2 

12/213 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

83 

+  + 

1P100024368 

ATP9A 

Isoform  Long  of  Probable  phospholipid-transporting  ATPase  llA 

Non-raft 

2 

20/1047 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

84 

- 

1P100180154 

ATXN2 

140  kDa  protein 

Raft 

3 

48/1313 

- 

0.0 

1.5 

0.0 

0 

3 

0.0 

0 

0 

0.0 

85 

+  + 

1P100456359 

ATXN2L 

Isoform  1  of  Ataxin-2-like  protein 

Raft 

2 

34/1075 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

86 

+  +  +  +  + 

1P100001891 

AUPl 

Isoform  Long  of  Ancient  ubiquitous  protein  1  precursor 

Non-raft 

5 

111/476 

+  +  +  +  + 

5.5 

0.0 

18.3 

5 

0 

16.7 

6 

0 

20.0 

87 

- 

1P100296992 

AXL 

AXL  receptor  tyrosine  kinase  isoform  1 

Non-raft 

3 

41/894 

- 

1.5 

2.0 

0.8 

2 

4 

0.5 

1 

0 

3.3 

88 

- 

IPlOO 166729 

AZGPl 

alpha-2-glycoprotein  1 ,  zinc 

Non-raft 

2 

33/298 

- 

0.0 

1.0 

0.0 

0 

1 

0.0 

0 

1 

0.0 

89 

+  +  + 

1P1002 15767 

B4GALT1 

Isoform  Long  of  Beta-l,4-galactosyltransferase  1 

Non-raft 

2 

33/398 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

90 

+  +  + 

1P100000643 

BAG2 

BAG  family  molecular  chaperone  regulator  2 

Raft 

3 

44/211 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

91 

+  +  +  + 

1P100033075 

BAT5 

Protein  BAT5 

Non-raft 

4 

42/558 

+  +  +  + 

3.5 

0.0 

11.7 

6 

0 

20.0 

1 

0 

3.3 

92 

+  +  +  +  + 

1P100002406 

BCAM 

Lutheran  blood  group  glycoprotein  precursor 

Non-raft 

20 

275/628 

+  +  +  +  + 

26.0 

1.5 

17.3 

35 

3 

11.7 

17 

0 

56.7 

1P100002406 

BCAM 

Lutheran  blood  group  glycoprotein  precursor 

Raft 

8 

112/628 

+  +  +  +  + 

4.5 

0.5 

9.0 

4 

0 

13.3 

5 

1 

5.0 

93 

+  +  +  + 

1P100019835 

BCL2L12 

Isoform  1  of  Bcl-2 -related  proline -rich  protein 

Non-raft 

4 

53/334 

+  +  +  + 

3.0 

0.0 

10.0 

5 

0 

16.7 

1 

0 

3.3 

94 

- 

1P1002 19575 

BLMH 

Bleomycin  hydrolase 

Non-raft 

3 

49/455 

- 

0.0 

1.5 

0.0 

0 

3 

0.0 

0 

0 

0.0 

1P1002 19575 

BLMH 

Bleomycin  hydrolase 

Raft 

2 

31/455 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

95 

+ 

IPIOOO 19906 

BSG 

Isoform  2  of  Basigin  precursor 

Non-raft 

4 

51/269 

+ 

1.5 

1.0 

1.5 

3 

1 

3.0 

0 

1 

0.0 

96 

+ 

IPIOOO 13468 

BUB3 

Mitotic  checkpoint  protein  BUB3 

Non-raft 

4 

58/328 

- 

1.0 

1.5 

0.7 

2 

2 

1.0 

0 

1 

0.0 

IPIOOO 13468 

BUB3 

Mitotic  checkpoint  protein  BUB3 

Raft 

4 

60/328 

+  +  + 

3.0 

0.5 

6.0 

6 

1 

6.0 

0 

0 

0.0 

97 

+  +  +  +  + 

■  IPIOOO 16670 

Cllorf59 

FLJ20625  protein 

Non-raft 

6 

84/161 

+  +  +  +  + 

6.5 

0.0 

21.7 

6 

0 

20.0 

7 

0 

23.3 

IPIOOO 16670 

Cllorf59 

FLJ20625  protein 

Raft 

7 

85/161 

+  +  +  +  + 

6.0 

0.0 

20.0 

9 

0 

30.0 

3 

0 

10.0 

98 

+  +  +  + 

1P100030959 

C13orfl 

24  kDa  protein 

Non-raft 

4 

46/196 

+  +  +  + 

2.5 

0.0 

8.3 

3 

0 

10.0 

2 

0 

6.7 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

99 

+  +  +  + 

IPI00006980 

C14orfl66 

Protein  C14orfl66 

Raft 

10 

129/244 

+  +  +  + 

5.5 

0.0 

18.3 

11 

0 

36.7 

0 

0 

0.0 

100 

+  +  +  +  + 

IPIOO 166051 

C14orf24 

Uncharacterized  protein  C14orf24 

Non-raft 

4 

48/213 

+  +  +  +  + 

4.0 

0.0 

13.3 

4 

0 

13.3 

4 

0 

13.3 

101 

+  + 

IPI00056357 

C19orfl0 

Uncharacterized  protein  C19orfl0  precursor 

Non-raft 

2 

27/173 

+  + 

2.0 

0.5 

4.0 

2 

1 

2.0 

2 

0 

6.7 

102 

- 

IPI004 19849 

C19orf2 

RNA  polymerase  II  subunit  5 -mediating  protein 

Raft 

3 

34/535 

- 

1.0 

1.0 

1.0 

2 

2 

1.0 

0 

0 

0.0 

103 

+  +  +  +  + 

IPI00303401 

Clorf75 

FLJ10874  protein 

Non-raft 

6 

105/350 

+  +  +  +  + 

4.0 

0.0 

13.3 

4 

0 

13.3 

4 

0 

13.3 

104 

+  + 

IPI00024913 

C21orf33 

Isoform  Long  of  ESI  protein  homolog,  mitochondrial  precursor 

Non-raft 

2 

27/268 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

105 

+ 

IPI00550689 

C22orf28 

UPF0027  protein  C22orf28 

Non-raft 

3 

38/505 

+ 

1.5 

0.5 

3.0 

1 

1 

1.0 

2 

0 

6.7 

1PI00550689 

C22orf28 

UPF0027  protein  C22orf28 

Raft 

6 

70/505 

+ 

3.0 

1.0 

3.0 

5 

1 

5.0 

1 

1 

1.0 

106 

+  +  +  + 

IPI00550440 

C2orfl8 

Uncharacterized  protein  C2orfl  8  precursor 

Non-raft 

3 

25/371 

+  +  +  + 

4.5 

0.0 

15.0 

7 

0 

23.3 

2 

0 

6.7 

IPI00550440 

C2orfl8 

Uncharacterized  protein  C2orfl  8  precursor 

Raft 

2 

25/371 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

107 

+  +  +  + 

IPI00024618 

C3orf37 

UPF0361  protein  DC  12 

Raft 

4 

47/354 

+  +  +  + 

3.0 

0.0 

10.0 

5 

0 

16.7 

1 

0 

3.3 

108 

+  + 

1PI00550571 

C5orfl5 

Keratinocytes-associated  transmembrane  protein  2  precursor 

Non-raft 

2 

21/265 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

109 

+  +  + 

IPI00031617 

C6orfl25 

Protein  C6orfl25 

Non-raft 

3 

34/126 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

no 

+  + 

IPI00007067 

C9orfl9 

Golgi-associated  plant  pathogenesis-related  protein  1 

Raft 

2 

26/154 

+  + 

1.0 

0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

111 

+  + 

IPI00012429 

C9orf5 

Isoform  2  of  Protein  C9orf5 

Non-raft 

2 

26/886 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

112 

+  +  + 

1PI00395627 

CACYBP 

Isoform  1  of  Calcyclin-binding  protein 

Non-raft 

3 

47/228 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

113 

+  +  +  +  + 

IPIOO 176427 

CADM4 

TSLCl-like2 

Non-raft 

4 

58/388 

+  +  +  +  + 

3.0 

0.0 

10.0 

3 

0 

10.0 

3 

0 

10.0 

114 

- 

IPI00021536 

CALML5 

Calmodulin-like  protein  5 

Non-raft 

3 

48/146 

- 

0.5 

1.5 

0.3 

1 

0 

3.3 

0 

3 

0.0 

115 

- 

IPI00020599 

CALR 

Calreticulin  precursor 

Non-raft 

3 

55/417 

- 

1.5 

2.0 

0.8 

2 

3 

0.7 

1 

1 

1.0 

116 

+  +  +  +  + 

IPI00020984 

CANX 

Calnexin  precursor 

Non-raft 

24 

284/627 

+  +  +  +  + 

36.0 

3.0 

12.0 

45 

2 

22.5 

27 

4 

6.8 

IPI00020984 

CANX 

Calnexin  precursor 

Raft 

5 

66/627 

+  +  +  +  + 

4.0 

0.5 

8.0 

4 

0 

13.3 

4 

1 

4.0 

117 

+  +  + 

IPI00008274 

CAPl 

Adenylyl  cyclase-associated  protein  1 

Non-raft 

4 

72/475 

+  +  + 

2.0 

0.0 

6.7 

3 

0 

10.0 

1 

0 

3.3 

118 

+  + 

IPI00643994 

CAPN5 

CDNA  FLJ46245  fis,  clone  TESTI4020596,  highly  similar  to  Homo 
sapiens  calpain  5 

Non-raft 

2 

23/680 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

119 

+ 

IPIOO 150961 

CAPRINl 

membrane  component  chromosome  1 1  surface  marker  1  isoform  1 

Raft 

10 

152/709 

+ 

9.5 

5.5 

1.7 

15 

7 

2.1 

4 

4 

1.0 

120 

- 

IPI00026182 

CAPZA2 

F-actin  capping  protein  alpha-2  subunit 

Raft 

3 

42/286 

- 

1.0 

1.0 

1.0 

1 

1 

1.0 

1 

1 

1.0 

121 

+  +  + 

IPI00026185 

CAPZB 

Isoform  1  of  F-actin  capping  protein  subunit  beta 

Non-raft 

4 

53/303 

+  +  + 

2.0 

0.0 

6.7 

4 

0 

13.3 

0 

0 

0.0 

IPI00026185 

CAPZB 

Isoform  1  of  F-actin  capping  protein  subunit  beta 

Raft 

5 

63/303 

+ 

2.5 

1.0 

2.5 

4 

2 

2.0 

1 

0 

3.3 

122 

+  +  +  + 

IPI00514301 

CASK 

Peripheral  plasma  membrane  protein  CASK 

Non-raft 

5 

55/926 

+  +  +  + 

2.5 

0.0 

8.3 

5 

0 

16.7 

0 

0 

0.0 

IPI00514301 

CASK 

Peripheral  plasma  membrane  protein  CASK 

Raft 

3 

30/926 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

123 

- 

IPI00013885 

CASP14 

Caspase-14  precursor 

Non-raft 

2 

22/242 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

124 

- 

IPI00465436 

CAT 

Catalase 

Non-raft 

4 

61/527 

- 

2.0 

1.5 

1.3 

4 

3 

1.3 

0 

0 

0.0 

125 

+  +  +  +  + 

IPI00009236 

CAVl 

Caveolin  1 

Non-raft 

9 

89/178 

+  +  +  +  + 

12.5 

0.0 

41.7 

11 

0 

36.7 

14 

0 

46.7 

IPI00009236 

CAVl 

Caveolin  1 

Raft 

11 

130/178 

+  +  +  +  + 

11.0 

0.0 

36.7 

13 

0 

43.3 

9 

0 

30.0 

126 

+  +  +  + 

IPIOOO 19870 

CAV2 

Isoform  Alpha  of  Caveolin-2 

Non-raft 

2 

42/162 

+  +  + 

2.0 

0.0 

6.7 

0 

0 

0.0 

4 

0 

13.3 

IPIOOO 19870 

CAV2 

Isoform  Alpha  of  Caveolin-2 

Raft 

3 

42/162 

+  +  +  + 

3.0 

0.0 

10.0 

2 

0 

6.7 

4 

0 

13.3 

127 

+  + 

IPI004 10093 

CCDC69 

coiled-coil  domain  containing  69 

Raft 

2 

23/296 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

128 

+  +  +  + 

IPI00334743 

CCNY 

Isoform  2  of  Cyclin  fold  protein  1 

Non-raft 

5 

63/316 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

IPI00334743 

CCNY 

Isoform  2  of  Cyclin  fold  protein  1 

Raft 

3 

43/316 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

129 

+  +  +  + 

IPI00185371 

CCNYLl 

CDNA  FLJ40432  fis,  clone  TESTI2039227 

Non-raft 

5 

51/289 

+  +  +  + 

3.0 

0.0 

10.0 

5 

0 

16.7 

1 

0 

3.3 

130 

- 

IPI00297779 

CCT2 

T-complex  protein  1  subunit  beta 

Non-raft 

9 

131/535 

- 

4.5 

4.0 

1.1 

7 

5 

1.4 

2 

3 

0.7 

IPI00297779 

CCT2 

T-complex  protein  1  subunit  beta 

Raft 

6 

80/535 

- 

1.5 

2.0 

0.8 

3 

4 

0.8 

0 

0 

0.0 

131 

- 

IPI00290770 

CCT3 

chaperonin  containing  TCPl,  subunit  3  isoform  b 

Non-raft 

5 

60/544 

- 

2.5 

2.5 

1.0 

4 

3 

1.3 

1 

2 

0.5 

132 

- 

IPI00302927 

CCT4 

T-complex  protein  1  subunit  delta 

Non-raft 

9 

126/539 

- 

4.0 

3.5 

1.1 

6 

5 

1.2 

2 

2 

1.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 
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Fraction 
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133 

- 

IPIOOO 10720 

CCT5 

T-complex  protein  1  subunit  epsilon 

Non-raft 

6 

69/541 

- 

3.0 

3.5 

0.9 

3 

4 

0.8 

3 

3 

1.0 

IPIOOO 10720 

CCT5 

T-eomplex  protein  1  subunit  epsilon 

Raft 

5 

63/541 

- 

1.5 

2.0 

0.8 

3 

4 

0.8 

0 

0 

0.0 

134 

- 

IPI00027626 

CCT6A 

T-eomplex  protein  1  subunit  zeta 

Non-raft 

6 

103/531 

- 

3.0 

2.5 

1.2 

3 

4 

0.8 

3 

1 

3.0 

IPI00027626 

CCT6A 

T-eomplex  protein  1  subunit  zeta 

Raft 

2 

37/531 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

135 

+ 

IPIOOO 18465 

CCT7 

T-eomplex  protein  1  subunit  eta 

Non-raft 

6 

101/543 

+ 

3.5 

1.5 

2.3 

6 

3 

2.0 

1 

0 

3.3 

136 

- 

IPI00302925 

CCT8 

Chaperonin  eontaining  TCPl,  subunit  8 

Non-raft 

15 

167/547 

- 

7.5 

5.5 

1.4 

9 

8 

1.1 

6 

3 

2.0 

IPI00302925 

CCT8 

Chaperonin  eontaining  TCPl,  subunit  8 

Raft 

10 

117/547 

- 

3.5 

3.5 

1.0 

6 

7 

0.9 

1 

0 

3.3 

137 

+  +  +  +  + 

■  IPI00298851 

CD151 

CD151  antigen 

Non-raft 

3 

32/253 

+  +  +  +  + 

6.5 

0.0 

21.7 

7 

0 

23.3 

6 

0 

20.0 

138 

+  +  +  + 

IPI00410488 

CD276 

Isoform  1  of  CD276  antigen  preeursor 

Non-raft 

4 

68/534 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

139 

+  +  +  +  + 

IPI00297160 

CD44 

CD44  antigen  isoform  4  preeursor 

Non-raft 

15 

141/361 

+  +  +  +  + 

34.0 

2.5 

13.6 

46 

5 

9.2 

22 

0 

73.3 

IPI00297160 

CD44 

CD44  antigen  isoform  4  preeursor 

Raft 

14 

125/361 

+  +  +  +  + 

34.5 

0.5 

69.0 

55 

0 

183.3 

14 

1 

14.0 

140 

+  +  +  +  + 

■  IPI002 19852 

CD46 

Isoform  B  of  Membrane  eofaetor  protein  preeursor 

Non-raft 

5 

23/399 

+  +  +  +  + 

5.0 

1.0 

5.0 

5 

1 

5.0 

5 

1 

5.0 

141 

- 

IPI00152418 

CD55 

Deeay-aeeelerating  faetor  splieing  variant  4 

Raft 

2 

18/525 

- 

1.0 

1.0 

1.0 

1 

1 

1.0 

1 

1 

1.0 

142 

+  +  + 

IPI00000059 

CD58 

LFA-3 

Non-raft 

2 

12/162 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

143 

+  +  +  +  + 

IPI002 15998 

CD63 

CD63  antigen 

Non-raft 

4 

38/238 

+  +  +  +  + 

8.5 

1.0 

8.5 

10 

2 

5.0 

7 

0 

23.3 

IPI002 15998 

CD63 

CD63  antigen 

Raft 

2 

12/238 

+  +  + 

2.0 

0.0 

6.7 

4 

0 

13.3 

0 

0 

0.0 

144 

+  +  +  +  + 

'  IPI00031713 

CD70 

Tumor  neerosis  faetor  ligand  superfamily  member  7 

Non-raft 

6 

77/193 

+  +  +  +  + 

9.0 

0.5 

18.0 

13 

1 

13.0 

5 

0 

16.7 

145 

+  +  +  +  + 

IPI00000190 

CD81 

CD  81  antigen 

Non-raft 

3 

27/236 

+  +  +  +  + 

10.0 

0.0 

33.3 

10 

0 

33.3 

10 

0 

33.3 

IPI00000190 

CD81 

CD  81  antigen 

Raft 

2 

23/236 

+  +  +  + 

3.0 

0.0 

10.0 

4 

0 

13.3 

2 

0 

6.7 

146 

+  +  +  +  + 

■  IPI002 15997 

CD9 

CD9  antigen 

Non-raft 

3 

47/228 

+  +  +  +  + 

11.5 

0.5 

23.0 

9 

1 

9.0 

14 

0 

46.7 

IPI002 15997 

CD9 

CD9  antigen 

Raft 

2 

22/228 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

147 

+ 

IPI00299412 

CD97 

Isoform  2  of  CD97  antigen  preeursor 

Non-raft 

6 

70/742 

+ 

8.0 

5.0 

1.6 

7 

6 

1.2 

9 

4 

2.3 

148 

+  +  +  +  + 

IPIOOO 16786 

CDC42 

Isoform  2  of  Cell  division  eontrol  protein  42  homolog  preeursor 

Non-raft 

5 

79/191 

+  +  +  +  + 

5.0 

1.5 

3.3 

5 

1 

5.0 

5 

2 

2.5 

149 

+  +  +  + 

IPI00024973 

CDC42SE2 

CDC42  small  effeetor  2 

Non-raft 

2 

21/84 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

150 

+  +  +  +  + 

IPI00290039 

CDCPl 

Isoform  1  of  CUB  domain-eontaining  protein  1  preeursor 

Non-raft 

8 

113/836 

+  +  +  +  + 

5.0 

0.0 

16.7 

6 

0 

20.0 

4 

0 

13.3 

IPI00290039 

CDCPl 

Isoform  1  of  CUB  domain-eontaining  protein  1  preeursor 

Raft 

5 

77/836 

+  +  +  + 

3.0 

0.0 

10.0 

4 

0 

13.3 

2 

0 

6.7 

151 

- 

IPI00000685 

CDK7 

Cell  division  protein  kinase  7 

Raft 

2 

24/346 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

152 

+  +  + 

IPI00015713 

CDKALl 

CDK5  regulatory  subunit  assoeiated  protein  1-like  1 

Non-raft 

3 

39/579 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

153 

- 

IPI00012011 

CFLl 

Cofilin-1 

Non-raft 

7 

90/166 

- 

5.5 

5.0 

1.1 

5 

5 

1.0 

6 

5 

1.2 

IPI00012011 

CFLl 

Cofilin-1 

Raft 

6 

82/166 

+ 

4.5 

2.5 

1.8 

6 

3 

2.0 

3 

2 

1.5 

154 

+ 

IPI00413344 

CFL2 

Cofilin-2 

Non-raft 

5 

68/166 

+ 

3.0 

1.5 

2.0 

3 

2 

1.5 

3 

1 

3.0 

IPI00413344 

CFL2 

Cofilin-2 

Raft 

4 

60/166 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

155 

+  +  +  +  + 

■  IPI00141318 

CKAP4 

Isoform  1  of  Cytoskeleton-assoeiated  protein  4 

Non-raft 

26 

324/602 

+  +  +  +  + 

24.5 

0.5 

49.0 

29 

1 

29.0 

20 

0 

66.7 

IPI00141318 

CKAP4 

Isoform  1  of  Cytoskeleton-assoeiated  protein  4 

Raft 

23 

300/602 

+  +  +  +  + 

24.5 

0.0 

81.7 

28 

0 

93.3 

21 

0 

70.0 

156 

- 

IPI00022977 

CKB 

Creatine  kinase  B-type 

Non-raft 

5 

62/381 

- 

2.0 

2.0 

1.0 

3 

3 

1.0 

1 

1 

1.0 

157 

+  + 

IPI00045511 

CLCCl 

Mid- 1 -related  ehloride  ehannel  1  isoform  1 

Non-raft 

2 

22/551 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

158 

+  +  +  + 

IPI00000691 

CLDNl 

Claudin-1 

Non-raft 

3 

42/211 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

159 

+  +  +  + 

IPI00059710 

CLDN23 

Claudin-23 

Raft 

5 

80/292 

+  +  +  + 

3.0 

0.0 

10.0 

5 

0 

16.7 

1 

0 

3.3 

160 

+  +  +  +  + 

IPI00007364 

CLDN3 

Claudin-3 

Non-raft 

5 

44/220 

+  +  +  +  + 

3.0 

0.0 

10.0 

3 

0 

10.0 

3 

0 

10.0 

IPI00007364 

CLDN3 

Claudin-3 

Raft 

2 

15/220 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

161 

+  +  +  + 

IPI00072743 

CLDNDl 

Isoform  1  of  Claudin  domain-eontaining  protein  1 

Raft 

5 

62/253 

+  +  +  + 

4.0 

0.0 

13.3 

7 

0 

23.3 

1 

0 

3.3 

162 

+  + 

IPI00024776 

CLGN 

Calmegin  preeursor 

Non-raft 

2 

20/610 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

163 

+ 

IPIOOO 10896 

CLICl 

Chloride  intraeellular  ehannel  protein  1 

Non-raft 

6 

87/241 

+ 

3.0 

1.5 

2.0 

5 

1 

5.0 

1 

2 

0.5 

164 

+  + 

IPI00001960 

CLIC4 

Chloride  intraeellular  ehannel  protein  4 

Non-raft 

2 

21/253 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

165 

- 

IPI00024067 

CLTC 

elathrin  heavy  ehain  1 

Non-raft 

28 

394/1675 

- 

13.0 

12.5 

1.0 

19 

18 

1.1 

7 

7 

1.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 
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Fraction 

Uni. 
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Sequence 

Coverage 

Prob.  Each 
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IPI00024067 

CLTC 

clathrin  heavy  chain  1 

Raft 

14 

175/1675 

+ 

7.0 

4.0 

1.8 

10 

6 

1.7 

4 

2 

2.0 

166 

+  + 

IPI00430813 

CNBP 

Isoform  2  of  Cellular  nucleic  acid-binding  protein 

Non-raft 

4 

45/170 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

167 

- 

IPIOOO 15262 

CNN2 

Calponin-2 

Non-raft 

2 

35/309 

- 

0.0 

1.0 

0.0 

0 

2 

0.0 

0 

0 

0.0 

168 

- 

1PI00166010 

CNOTl 

CCR4-NOT  transcription  complex,  subunit  1  isoform  a 

Raft 

6 

64/2376 

- 

2.0 

2.0 

1.0 

4 

4 

1.0 

0 

0 

0.0 

169 

- 

IPI00006552 

CNOT7 

CCR4-NOT  transcription  complex  subunit  7 

Raft 

2 

25/285 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

170 

+  +  + 

IPI00220993 

CNP 

Isoform  CNPI  of  2', 3 '-cyclic-nucleotide  3 '-phosphodiesterase 

Non-raft 

2 

49/401 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

171 

+  +  +  +  + 

IPI00011284 

COMT 

Isoform  Membrane-bound  of  Catechol  O-methyltransferase 

Non-raft 

5 

66/271 

+  +  +  +  + 

4.5 

0.0 

15.0 

6 

0 

20.0 

3 

0 

10.0 

172 

- 

1PI00295857 

COPA 

Coatomer  subunit  alpha 

Non-raft 

13 

167/1224 

- 

5.0 

3.5 

1.4 

3 

5 

0.6 

7 

2 

3.5 

173 

+ 

IPI00295851 

COPBl 

Coatomer  subunit  beta 

Non-raft 

4 

62/953 

+ 

2.5 

1.5 

1.7 

4 

2 

2.0 

1 

1 

1.0 

174 

- 

IPI00220219 

COPB2 

Coatomer  subunit  beta' 

Non-raft 

6 

64/906 

- 

2.0 

3.0 

0.7 

3 

5 

0.6 

1 

1 

1.0 

175 

- 

IPI00001890 

COPG 

98  kDa  protein 

Non-raft 

3 

38/874 

- 

0.0 

2.0 

0.0 

0 

0 

0.0 

0 

4 

0.0 

176 

+  + 

1PI00007058 

CORO  IB 

Coronin-IB 

Non-raft 

4 

65/489 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

177 

- 

IPI00008453 

CORO  1C 

Coronin-lC 

Non-raft 

7 

99/527 

- 

3.5 

2.5 

1.4 

6 

2 

3.0 

2 

2 

1.0 

IPI00008453 

CORO  1C 

Coronin-lC 

Raft 

20 

254/527 

- 

12.5 

12.0 

1.0 

18 

17 

1.1 

7 

7 

1.0 

178 

+ 

IPIOOO 175 10 

COX2 

Cytochrome  c  oxidase  subunit  2 

Non-raft 

4 

53/227 

+ 

1.5 

1.0 

1.5 

0 

1 

0.0 

3 

1 

3.0 

179 

+  +  +  + 

IPI00027078 

CPD 

Carboxypeptidase  D  precursor 

Non-raft 

5 

52/1380 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

180 

- 

IPI00026270 

CPM 

Carboxypeptidase  M  precursor 

Raft 

2 

18/443 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

181 

+  + 

IPI00032038 

CPTIA 

Isoform  1  of  Carnitine  O -palmitoyltransferase  I,  liver  isoform 

Non-raft 

3 

39/773 

+  + 

2.0 

0.5 

4.0 

3 

1 

3.0 

1 

0 

3.3 

182 

- 

IPIOOO 16457 

CRAT 

Isoform  1  of  Carnitine  O-acetyltransferase 

Non-raft 

2 

26/626 

- 

0.5 

0.5 

1.0 

0 

1 

0.0 

1 

0 

3.3 

183 

- 

IPI00025366 

CS 

Citrate  synthase,  mitochondrial  precursor 

Non-raft 

2 

27/466 

- 

0.0 

1.0 

0.0 

0 

1 

0.0 

0 

1 

0.0 

184 

+  +  + 

IPI002 19823 

CSNKIGI 

Isoform  IS  of  Casein  kinase  I  isoform  gamma- 1 

Raft 

4 

58/393 

+  +  + 

2.0 

0.0 

6.7 

4 

0 

13.3 

0 

0 

0.0 

185 

+  +  + 

IPI00297767 

CSNK1G2 

Casein  kinase  I  isoform  gamma-2 

Non-raft 

2 

30/415 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

IPI00297767 

CSNK1G2 

Casein  kinase  I  isoform  gamma-2 

Raft 

4 

52/415 

+  +  + 

2.0 

0.0 

6.7 

4 

0 

13.3 

0 

0 

0.0 

186 

+  +  +  +  + 

■  IPI00181294 

CSNK1G3 

Isoform  1  of  Casein  kinase  I  isoform  gamma-3 

Raft 

9 

139/447 

+  +  +  +  + 

6.0 

0.0 

20.0 

9 

0 

30.0 

3 

0 

10.0 

187 

+ 

IPI00442073 

CSRPl 

Cysteine  and  glycine-rich  protein  1 

Non-raft 

2 

25/193 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

188 

+  +  +  +  + 

IPI00009633 

CTDSPl 

Carboxy-terminal  domain  RNA  polymerase  II  polypeptide  A  small 
phosphatase  1 

Non-raft 

5 

55/261 

+  +  +  +  + 

4.0 

0.0 

13.3 

4 

0 

13.3 

4 

0 

13.3 

IPI00009633 

CTDSPl 

Carboxy-terminal  domain  RNA  polymerase  II  polypeptide  A  small 
phosphatase  1 

Raft 

4 

46/261 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

2 

0 

6.7 

189 

+  +  + 

IPI00024826 

CTDSPL 

CTD  small  phosphatase-like  protein 

Non-raft 

2 

21/340 

+  +  + 

1.5 

0.0 

5.0 

0 

0 

0.0 

3 

0 

10.0 

190 

+  + 

IPI002 15948 

CTNNAl 

Isoform  1  of  Catenin  alpha- 1 

Non-raft 

7 

105/906 

+ 

2.5 

1.0 

2.5 

5 

2 

2.5 

0 

0 

0.0 

IPI002 15948 

CTNNAl 

Isoform  1  of  Catenin  alpha- 1 

Raft 

5 

81/906 

+  +  + 

2.5 

0.5 

5.0 

5 

1 

5.0 

0 

0 

0.0 

191 

+ 

IPIOOO 17292 

CTNNBl 

Isoform  1  of  Catenin  beta-1 

Non-raft 

6 

65/781 

+ 

3.0 

1.0 

3.0 

6 

2 

3.0 

0 

0 

0.0 

192 

+  +  +  +  + 

IPIOO 182469 

CTNNDl 

Isoform  lAB  of  Catenin  delta- 1 

Non-raft 

28 

388/963 

+  +  +  +  + 

29.5 

1.0 

29.5 

35 

1 

35.0 

24 

1 

24.0 

IPIOO 182469 

CTNNDl 

Isoform  lAB  of  Catenin  delta- 1 

Raft 

9 

152/963 

+  +  +  + 

4.5 

0.0 

15.0 

8 

0 

26.7 

1 

0 

3.3 

193 

+  +  +  +  + 

■  IPIOOO 19 146 

CXADR 

Isoform  1  of  Coxsackievirus  and  adenovirus  receptor  precursor 

Non-raft 

14 

207/365 

+  +  +  +  + 

19.5 

0.0 

65.0 

23 

0 

76.7 

16 

0 

53.3 

IPIOOO 19 146 

CXADR 

Isoform  1  of  Coxsackievirus  and  adenovirus  receptor  precursor 

Raft 

2 

25/365 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

194 

+  + 

IPIOOO 19994 

CXorfl5 

Gamma-taxilin 

Raft 

2 

20/528 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

195 

+  +  +  + 

IPI00303954 

CYB5B 

cytochrome  b5  outer  mitochondrial  membrane  precursor 

Non-raft 

4 

70/150 

+  +  +  + 

2.5 

0.0 

8.3 

3 

0 

10.0 

2 

0 

6.7 

196 

+  + 

IPI00102928 

CYB5D2 

Cytochrome  b5  domain  containing  2 

Non-raft 

2 

27/264 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

197 

- 

IPI00029264 

CYCl 

Cytochrome  cl,  heme  protein,  mitochondrial  precursor 

Non-raft 

2 

28/325 

- 

1.0 

1.0 

1.0 

1 

1 

1.0 

1 

1 

1.0 

198 

+ 

IPI00644231 

CYFIPl 

cytoplasmic  FMRl  interacting  protein  1  isoform  a 

Non-raft 

4 

46/1253 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

199 

+  +  +  + 

IPI00337800 

DAAMl 

Isoform  1  of  Disheveled-associated  activator  of  morphogenesis  1 

Non-raft 

5 

62/1078 

+  +  +  + 

3.0 

0.0 

10.0 

4 

0 

13.3 

2 

0 

6.7 

200 

+  +  +  +  + 

IPI00385987 

DAGLB 

Isoform  1  of  Snl -specific  diacylglycerol  lipase  beta 

Non-raft 

7 

91/717 

+  +  +  +  + 

5.5 

0.0 

18.3 

6 

0 

20.0 

5 

0 

16.7 

201 

- 

IPI002 16951 

BARS 

Aspartyl-tRNA  synthetase,  cytoplasmic 

Non-raft 

7 

97/501 

- 

2.5 

2.5 

1.0 

4 

4 

1.0 

1 

1 

1.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 
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Fraction 
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202 

+  + 

IPI00003406 

DBNl 

Drebrin 

Raft 

10 

119/649 

+  + 

5.0 

1.5 

3.3 

9 

3 

3.0 

1 

0 

3.3 

203 

- 

IPI00027547 

DCD 

Dermcidin  precursor 

Non-raft 

2 

14/110 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

IPI00027547 

DCD 

Dermcidin  precursor 

Raft 

2 

28/110 

- 

1.0 

3.5 

0.3 

2 

7 

0.3 

0 

0 

0.0 

204 

+  + 

1P100300567 

DCI 

Isoform  1  of  3,2-trans-enoyl-CoA  isomerase,  mitochondrial  precursor 

Non-raft 

4 

41/302 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

205 

+  +  +  +  + 

IPI002 17282 

DCUN1D3 

DCNl,  defective  in  cullin  neddylation  1,  domain  containing  3 

Non-raft 

4 

64/304 

+  +  +  +  + 

3.5 

0.0 

11.7 

4 

0 

13.3 

3 

0 

10.0 

IPI002 17282 

DCUN1D3 

DCN 1 ,  defective  in  cullin  neddylation  1 ,  domain  containing  3 

Raft 

9 

127/304 

+  +  +  +  + 

6.5 

0.0 

21.7 

7 

0 

23.3 

6 

0 

20.0 

206 

+ 

1P100297084 

DDOST 

dolichyl-diphosphooligosaccharide-protein  glycosyltransferase 
precursor 

Non-raft 

11 

149/456 

+ 

9.0 

5.0 

1.8 

11 

9 

1.2 

7 

1 

7.0 

1PI00297084 

DDOST 

dolichyl-diphosphooligosaccharide-protein  glycosyltransferase 
precursor 

Raft 

5 

75/456 

+ 

2.0 

1.0 

2.0 

2 

2 

1.0 

2 

0 

6.7 

207 

- 

1PI00293655 

DDXl 

ATP-dependent  RNA  helicase  DDXl 

Raft 

4 

69/740 

- 

2.0 

2.0 

1.0 

4 

4 

1.0 

0 

0 

0.0 

208 

- 

IPI00023785 

DDX17 

Isoform  1  of  Probable  ATP-dependent  RNA  helicase  DDXl  7 

Non-raft 

8 

96/729 

+ 

4.0 

2.5 

1.6 

6 

4 

1.5 

2 

1 

2.0 

IPI00023785 

DDXl  7 

Isoform  1  of  Probable  ATP-dependent  RNA  helicase  DDXl  7 

Raft 

10 

122/729 

- 

5.0 

6.0 

0.8 

7 

8 

0.9 

3 

4 

0.8 

209 

+ 

IPI00215637 

DDX3X 

ATP-dependent  RNA  helicase  DDX3X 

Non-raft 

6 

83/662 

+ 

4.5 

1.5 

3.0 

5 

1 

5.0 

4 

2 

2.0 

1PI00215637 

DDX3X 

ATP-dependent  RNA  helicase  DDX3X 

Raft 

4 

52/662 

- 

2.0 

2.0 

1.0 

3 

3 

1.0 

1 

1 

1.0 

210 

- 

IPI00017617 

DDX5 

Probable  ATP-dependent  RNA  helicase  DDX5 

Non-raft 

4 

49/614 

- 

1.5 

1.5 

1.0 

3 

2 

1.5 

0 

1 

0.0 

IPI00017617 

DDX5 

Probable  ATP-dependent  RNA  helicase  DDX5 

Raft 

6 

68/614 

- 

2.0 

4.5 

0.4 

2 

5 

0.4 

2 

4 

0.5 

211 

+  + 

IPI00030320 

DDX6 

Probable  ATP-dependent  RNA  helicase  DDX6 

Non-raft 

2 

26/483 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

1PI00030320 

DDX6 

Probable  ATP-dependent  RNA  helicase  DDX6 

Raft 

3 

42/483 

+ 

1.5 

0.5 

3.0 

2 

0 

6.7 

1 

1 

1.0 

212 

+  +  + 

IPI00003482 

DECRl 

2,4-dienoyl-CoA  reductase,  mitochondrial  precursor 

Raft 

5 

72/335 

+  +  + 

3.0 

0.5 

6.0 

5 

1 

5.0 

0 

0 

0.0 

213 

+ 

IPI003 82990 

DERP12 

DERP12 

Non-raft 

12 

134/343 

+ 

11.5 

7.0 

1.6 

14 

9 

1.6 

9 

5 

1.8 

IPI003 82990 

DERP12 

DERP12 

Raft 

28 

286/343 

+ 

64.5 

39.5 

1.6 

74 

55 

1.3 

55 

24 

2.3 

214 

+ 

1PI00294501 

DHCR7 

7-dehydrocholesterol  reductase 

Non-raft 

3 

32/475 

+ 

2.0 

1.0 

2.0 

3 

2 

1.5 

1 

0 

3.3 

215 

- 

IPI00396435 

DHX15 

DEAR  (Asp-Glu-Ala-His)  box  polypeptide  1 5 

Raft 

7 

86/795 

- 

4.5 

3.5 

1.3 

8 

6 

1.3 

1 

1 

1.0 

216 

- 

IPI00411733 

DHX30 

Putative  ATP-dependent  RNA  helicase  DHX30 

Non-raft 

2 

19/1194 

- 

0.0 

1.0 

0.0 

0 

1 

0.0 

0 

1 

0.0 

217 

- 

IPI00027415 

DHX36 

Isoform  1  of  Probable  ATP-dependent  RNA  helicase  DHX36 

Raft 

3 

39/1008 

- 

1.0 

1.5 

0.7 

2 

3 

0.7 

0 

0 

0.0 

218 

- 

1PI00844578 

DHX9 

ATP-dependent  RNA  helicase  A 

Non-raft 

10 

110/1270 

- 

4.5 

4.5 

1.0 

8 

6 

1.3 

1 

3 

0.3 

1PI00844578 

DHX9 

ATP-dependent  RNA  helicase  A 

Raft 

18 

250/1270 

+ 

12.0 

5.5 

2.2 

18 

10 

1.8 

6 

1 

6.0 

219 

+ 

1P100003269 

DKFZp686D0 

972 

hypothetical  protein  LOC345651 

Raft 

6 

67/376 

+ 

3.0 

2.0 

1.5 

6 

4 

1.5 

0 

0 

0.0 

220 

+  +  +  +  + 

1PI00021338 

DLAT 

Dihydrolipoyllysine-residue  acetyltransferase  component  of  pyruvate 
dehydrogenase  complex,  mitochondrial  precursor 

Non-raft 

8 

108/614 

+  +  +  +  + 

8.0 

1.5 

5.3 

7 

1 

7.0 

9 

2 

4.5 

1PI00021338 

DLAT 

Dihydrolipoyllysine-residue  acetyltransferase  component  of  pyruvate 
dehydrogenase  complex,  mitochondrial  precursor 

Raft 

5 

77/614 

+  + 

3.5 

1.0 

3.5 

4 

1 

4.0 

3 

1 

3.0 

221 

- 

1PI00015911 

DLD 

Dihydrolipoyl  dehydrogenase,  mitochondrial  precursor 

Non-raft 

5 

56/509 

- 

2.0 

2.5 

0.8 

3 

4 

0.8 

1 

1 

1.0 

222 

- 

1PI00420108 

DLST 

Dihydrolipoyllysine-residue  succinyltransferase  component  of  2- 
oxoglutarate  dehydrogenase  complex,  mitochondrial  precursor 

Non-raft 

7 

94/453 

- 

5.5 

6.5 

0.8 

8 

10 

0.8 

3 

3 

1.0 

1PI00420108 

DLST 

Dihydrolipoyllysine-residue  succinyltransferase  component  of  2- 
oxoglutarate  dehydrogenase  complex,  mitochondrial  precursor 

Raft 

9 

105/453 

+ 

10.5 

6.0 

1.8 

16 

9 

1.8 

5 

3 

1.7 

223 

- 

IPI00012535 

DNAJAl 

DnaJ  homolog  subfamily  A  member  1 

Non-raft 

2 

26/397 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

IPI00012535 

DNAJAl 

DnaJ  homolog  subfamily  A  member  1 

Raft 

3 

41/397 

+ 

1.5 

1.0 

1.5 

3 

2 

1.5 

0 

0 

0.0 

224 

+ 

IPI00032406 

DNAJA2 

DnaJ  homolog  subfamily  A  member  2 

Raft 

3 

52/412 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

225 

- 

IPIOO 178504 

DNAJB14 

DnaJ 

Raft 

2 

23/379 

- 

0.5 

0.5 

1.0 

1 

0 

3.3 

0 

1 

0.0 

226 

+  +  +  +  + 

1PI00023780 

DNAJC5 

Isoform  2  of  DnaJ  homolog  subfamily  C  member  5 

Non-raft 

4 

60/167 

+  +  +  +  + 

4.5 

0.0 

15.0 

4 

0 

13.3 

5 

0 

16.7 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 
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Fraction 

Uni. 

Pep. 

Sequence 
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Avg. 

EXP 

Avg. 

CON 
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Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 
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227 

+  +  +  +  + 

1P100402231 

DNAJC5 

Isoform  1  of  DnaJ  homolog  subfamily  C  member  5 

Non-raft 

4 

74/198 

+  +  +  +  + 

5.0 

0.0 

16.7 

6 

0 

20.0 

4 

0 

13.3 

228 

- 

1P100329629 

DNAJC7 

DnaJ  homolog  subfamily  C  member  7 

Non-raft 

2 

23/494 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

229 

- 

1P100031519 

DNMTl 

Isoform  1  of  DNA 

Raft 

3 

30/1678 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

230 

- 

1P100007425 

DSCl 

desmoeollin  1  isoform  Dse lb  preproprotein 

Non-raft 

2 

29/840 

- 

0.0 

1.0 

0.0 

0 

2 

0.0 

0 

0 

0.0 

231 

- 

1P100025753 

DSGl 

Desmoglein-1  preeursor 

Non-raft 

6 

116/1049 

- 

0.0 

5.5 

0.0 

0 

9 

0.0 

0 

2 

0.0 

1P100025753 

DSGl 

Desmoglein-1  preeursor 

Raft 

5 

84/1049 

- 

2.5 

5.0 

0.5 

5 

10 

0.5 

0 

0 

0.0 

232 

+  +  +  +  + 

■  1P100028931 

DSG2 

desmoglein  2  preproprotein 

Non-raft 

25 

396/1118 

+  +  +  +  + 

33.0 

1.5 

22.0 

36 

2 

18.0 

30 

1 

30.0 

1P100028931 

DSG2 

desmoglein  2  preproprotein 

Raft 

57 

619/1118 

+  +  +  +  + 

76.0 

3.5 

21.7 

84 

6 

14.0 

68 

1 

68.0 

233 

- 

1P100013933 

DSP 

Isoform  DPI  of  Desmoplakin 

Non-raft 

11 

136/2871 

- 

2.5 

7.0 

0.4 

4 

6 

0.7 

1 

8 

0.1 

1P100013933 

DSP 

Isoform  DPI  of  Desmoplakin 

Raft 

12 

180/2871 

+ 

6.0 

2.0 

3.0 

11 

4 

2.8 

1 

0 

3.3 

234 

- 

1P100473014 

DSTN 

Destrin 

Non-raft 

3 

23/165 

- 

1.5 

2.0 

0.8 

2 

3 

0.7 

1 

1 

1.0 

235 

+  + 

1P100299076 

EBAG9 

Reeeptor-binding  eaneer  antigen  expressed  on  SiSo  eells  (Fragment) 

Non-raft 

2 

50/213 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

236 

+  +  +  +  + 

1P1002 16760 

ECEl 

Isoform  C  of  Endothelin-eonverting  enzyme  1 

Non-raft 

20 

300/754 

+  +  +  +  + 

19.5 

0.0 

65.0 

23 

0 

76.7 

16 

0 

53.3 

237 

+ 

1P100011416 

ECHl 

Delta3,5-delta2,4-dienoyl-CoA  isomerase,  mitoehondrial  preeursor 

Non-raft 

6 

72/328 

+ 

3.0 

1.5 

2.0 

4 

1 

4.0 

2 

2 

1.0 

238 

+  +  + 

1P100024993 

ECHSl 

Enoyl-CoA  hydratase,  mitoehondrial  preeursor 

Non-raft 

2 

35/290 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

239 

+  +  +  + 

1P100376317 

EDC4 

autoantigen  RCD8 

Raft 

4 

62/1401 

+  +  +  + 

2.5 

0.0 

8.3 

5 

0 

16.7 

0 

0 

0.0 

240 

+ 

1P100306046 

ED1E3 

Isoform  1  of  EGF-like  repeat  and  diseoidin  1-like  domain-eontaining 
protein  3  preeursor 

Non-raft 

10 

134/480 

+ 

7.5 

2.5 

3.0 

11 

4 

2.8 

4 

1 

4.0 

1P100306046 

ED1E3 

Isoform  1  of  EGF-like  repeat  and  diseoidin  1-like  domain-eontaining 
protein  3  preeursor 

Raft 

3 

40/480 

+ 

1.5 

1.0 

1.5 

2 

2 

1.0 

1 

0 

3.3 

241 

+ 

1P100396485 

EEFlAl 

Elongation  faetor  1  -alpha  1 

Non-raft 

18 

275/462 

+ 

23.5 

9.5 

2.5 

21 

14 

1.5 

26 

5 

5.2 

1P100396485 

EEFlAl 

Elongation  faetor  1  -alpha  1 

Raft 

11 

156/462 

+ 

10.0 

5.5 

1.8 

15 

6 

2.5 

5 

5 

1.0 

242 

+ 

1P100014424 

EEF1A2 

Elongation  faetor  1  -alpha  2 

Non-raft 

11 

138/463 

+ 

12.0 

4.5 

2.7 

10 

4 

2.5 

14 

5 

2.8 

1P100014424 

EEF1A2 

Elongation  faetor  1  -alpha  2 

Raft 

8 

124/463 

- 

5.5 

5.0 

1.1 

5 

6 

0.8 

6 

4 

1.5 

243 

+  + 

1P100023048 

EEFID 

Elongation  faetor  1  -delta 

Non-raft 

2 

28/281 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

1P100023048 

EEFID 

Elongation  faetor  1  -delta 

Raft 

6 

64/281 

+ 

5.0 

2.0 

2.5 

6 

3 

2.0 

4 

1 

4.0 

244 

- 

1P100000875 

EEFIG 

Elongation  faetor  1  -gamma 

Non-raft 

8 

86/487 

- 

6.5 

7.0 

0.9 

8 

7 

1.1 

5 

7 

0.7 

1P100000875 

EEFIG 

Elongation  faetor  1  -gamma 

Raft 

17 

211/487 

- 

11.5 

10.0 

1.2 

14 

15 

0.9 

9 

5 

1.8 

245 

+ 

IPlOO 186290 

EEF2 

Elongation  faetor  2 

Non-raft 

28 

355/858 

+ 

26.5 

17.0 

1.6 

34 

22 

1.5 

19 

12 

1.6 

IPlOO 186290 

EEF2 

Elongation  faetor  2 

Raft 

5 

64/858 

+ 

1.5 

1.0 

1.5 

3 

2 

1.5 

0 

0 

0.0 

246 

+  +  +  + 

1P100304661 

EEPDl 

hypothetieal  protein  EOC80820 

Raft 

6 

82/157 

+  +  +  + 

3.0 

0.0 

10.0 

2 

0 

6.7 

4 

0 

13.3 

247 

+  +  +  +  + 

1P100470711 

EFR3A 

Hypothetieal  protein  DKFZp781J0562 

Non-raft 

10 

128/821 

+  +  +  +  + 

6.5 

0.0 

21.7 

7 

0 

23.3 

6 

0 

20.0 

1P100470711 

EFR3A 

Hypothetieal  protein  DKFZp781  J0562 

Raft 

7 

81/821 

+  +  +  +  + 

4.0 

0.0 

13.3 

3 

0 

10.0 

5 

0 

16.7 

248 

- 

1P100003519 

EFTUD2 

116  kDa  U5  small  nuelear  ribonueleoprotein  eomponent 

Raft 

5 

62/972 

- 

1.0 

1.5 

0.7 

2 

3 

0.7 

0 

0 

0.0 

249 

- 

IPIOOO 18274 

EGFR 

Isoform  1  of  Epidermal  growth  faetor  reeeptor  preeursor 

Non-raft 

13 

169/1210 

- 

4.5 

7.0 

0.6 

5 

11 

0.5 

4 

3 

1.3 

250 

- 

1P100012462 

E1F2A 

CDA02 

Raft 

6 

99/609 

- 

2.5 

2.5 

1.0 

5 

5 

1.0 

0 

0 

0.0 

251 

+ 

1P100220349 

E1F2C2 

eukaryotie  translation  initiation  faetor  2C,  2 

Raft 

4 

48/859 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

252 

- 

1P1002 19678 

E1F2S1 

Eukaryotie  translation  initiation  faetor  2  subunit  1 

Non-raft 

4 

48/315 

- 

1.0 

3.0 

0.3 

2 

4 

0.5 

0 

2 

0.0 

1P1002 19678 

E1F2S1 

Eukaryotie  translation  initiation  faetor  2  subunit  1 

Raft 

8 

116/315 

- 

3.5 

3.0 

1.2 

6 

5 

1.2 

1 

1 

1.0 

253 

- 

1P100297982 

E1F2S3 

Eukaryotie  translation  initiation  faetor  2  subunit  3 

Non-raft 

7 

99/472 

+ 

4.5 

3.0 

1.5 

8 

3 

2.7 

1 

3 

0.3 

1P100297982 

E1F2S3 

Eukaryotie  translation  initiation  faetor  2  subunit  3 

Raft 

11 

178/472 

- 

10.0 

7.0 

1.4 

15 

10 

1.5 

5 

4 

1.3 

254 

- 

1P100396370 

E1F3B 

Isoform  1  of  Eukaryotie  translation  initiation  faetor  3  subunit  9 

Non-raft 

3 

37/814 

- 

1.0 

1.0 

1.0 

2 

2 

1.0 

0 

0 

0.0 

1P100396370 

E1F3B 

Isoform  1  of  Eukaryotie  translation  initiation  faetor  3  subunit  9 

Raft 

2 

23/814 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

No. 
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Acc.Number 
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255 

+  +  + 

1P100016910 

E1F3C 

Eukaryotic  translation  initiation  factor  3  subunit  8 

Non-raft 

4 

45/913 

+  +  + 

2.0 

0.0 

6.7 

3 

0 

10.0 

1 

0 

3.3 

256 

+ 

1P100006181 

E1F3D 

Eukaryotic  translation  initiation  factor  3  subunit  7 

Non-raft 

3 

34/548 

- 

2.0 

1.5 

1.3 

4 

3 

1.3 

0 

0 

0.0 

1P100006181 

E1F3D 

Eukaryotic  translation  initiation  factor  3  subunit  7 

Raft 

4 

52/548 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

257 

+ 

1P100465233 

E1F3E1P 

DJ1014D13.1  protein 

Non-raft 

3 

37/607 

+ 

2.0 

1.0 

2.0 

3 

1 

3.0 

1 

1 

1.0 

258 

+  + 

1P100654777 

E1F3F 

Eukaryotic  translation  initiation  factor  3  subunit  5 

Raft 

2 

30/372 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

259 

+  + 

1P100290460 

E1F3G 

Eukaryotic  translation  initiation  factor  3  subunit  4 

Raft 

2 

25/320 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

260 

+  +  + 

1P100647650 

E1F3H 

Eukaryotic  translation  initiation  factor  3  subunit  3 

Raft 

3 

50/366 

+  +  + 

2.5 

0.5 

5.0 

3 

1 

3.0 

2 

0 

6.7 

261 

+ 

1P100012795 

E1F31 

Eukaryotic  translation  initiation  factor  3  subunit  2 

Non-raft 

9 

124/325 

+ 

3.5 

1.5 

2.3 

6 

3 

2.0 

1 

0 

3.3 

1P100012795 

E1F31 

Eukaryotic  translation  initiation  factor  3  subunit  2 

Raft 

3 

33/325 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

262 

+  +  + 

1P100033143 

E1F3K 

Eukaryotic  translation  initiation  factor  3  subunit  12 

Non-raft 

2 

28/218 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

1P100033143 

E1F3K 

Eukaryotic  translation  initiation  factor  3  subunit  12 

Raft 

4 

43/218 

+  +  + 

3.0 

0.5 

6.0 

5 

1 

5.0 

1 

0 

3.3 

263 

+ 

1P100025491 

E1F4A1 

Eukaryotic  initiation  factor  4A-1 

Non-raft 

7 

104/406 

+ 

7.5 

2.5 

3.0 

11 

4 

2.8 

4 

1 

4.0 

1P100025491 

E1F4A1 

Eukaryotic  initiation  factor  4A-1 

Raft 

4 

47/406 

+ 

2.5 

1.5 

1.7 

3 

3 

1.0 

2 

0 

6.7 

264 

+ 

1P100009328 

E1F4A3 

Probable  ATP-dependent  RNA  helicase  DDX48 

Raft 

4 

51/411 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

265 

+ 

1P100220365 

E1F4G1 

E1F4G1  variant  protein  (Fragment) 

Non-raft 

3 

33/798 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

266 

+  +  +  + 

1P100022648 

E1F5 

Eukaryotic  translation  initiation  factor  5 

Non-raft 

4 

35/431 

+  +  +  + 

2.5 

0.0 

8.3 

3 

0 

10.0 

2 

0 

6.7 

267 

+  +  + 

1P100006935 

E1F5A2 

Eukaryotic  translation  initiation  factor  5A-2 

Raft 

2 

19/153 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

268 

+  + 

1P100010105 

E1F6 

Eukaryotic  translation  initiation  factor  6 

Non-raft 

2 

32/245 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

1P100010105 

E1F6 

Eukaryotic  translation  initiation  factor  6 

Raft 

3 

67/245 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

269 

- 

1P100301936 

ELAVLl 

ELAV-like  protein  1 

Non-raft 

3 

33/353 

- 

1.5 

1.5 

1.0 

3 

2 

1.5 

0 

1 

0.0 

1P100301936 

ELAVLl 

ELAV-like  protein  1 

Raft 

8 

94/353 

+ 

4.0 

2.5 

1.6 

6 

5 

1.2 

2 

0 

6.7 

270 

+  +  +  +  + 

'  1P100010187 

ELOVLl 

Elongation  of  very  long  chain  fatty  acids  protein  1 

Non-raft 

2 

25/279 

+  +  +  +  + 

5.0 

0.5 

10.0 

7 

1 

7.0 

3 

0 

10.0 

271 

- 

1P100465248 

ENOl 

enolase  1 

Non-raft 

17 

249/434 

- 

11.0 

10.0 

1.1 

15 

15 

1.0 

7 

5 

1.4 

1P100465248 

ENOl 

enolase  1 

Raft 

2 

23/434 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

272 

+ 

1P1002 18474 

EN03 

Beta-enolase 

Non-raft 

4 

81/434 

+ 

3.5 

1.5 

2.3 

6 

3 

2.0 

1 

0 

3.3 

273 

- 

IPIOOO 15973 

EPB41L2 

Band  4.1 -like  protein  2 

Non-raft 

2 

27/1005 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

274 

- 

1P100021267 

EPHA2 

Ephrin  type-A  receptor  2  precursor 

Non-raft 

13 

141/976 

- 

5.5 

5.5 

1.0 

9 

8 

1.1 

2 

3 

0.7 

1P100021267 

EPHA2 

Ephrin  type-A  receptor  2  precursor 

Raft 

2 

18/976 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

275 

- 

IPlOO 186826 

EPHB4 

Receptor  protein  tyrosine  kinase  variant  EphB4vl 

Non-raft 

3 

30/935 

- 

1.0 

1.5 

0.7 

2 

3 

0.7 

0 

0 

0.0 

276 

+ 

IPIOOO 13452 

EPRS 

glutamyl-prolyl  tRNA  synthetase 

Non-raft 

8 

106/1512 

+ 

3.0 

1.5 

2.0 

6 

3 

2.0 

0 

0 

0.0 

IPIOOO 13452 

EPRS 

glutamyl-prolyl  tRNA  synthetase 

Raft 

2 

22/1512 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

277 

+  +  +  +  + 

■  1P100438286 

ERBB21P 

Isoform  1  of  Protein  LAP2 

Non-raft 

31 

467/1412 

+  +  +  +  + 

36.5 

0.0 

121.7 

42 

0 

140.0 

31 

0 

103.3 

1P100438286 

ERBB21P 

Isoform  1  of  Protein  LAP2 

Raft 

12 

165/1412 

+  +  +  +  + 

10.0 

0.0 

33.3 

14 

0 

46.7 

6 

0 

20.0 

278 

+  +  + 

1P100006438 

ERG1C3 

Isoform  1  of  Endoplasmic  reticulum-Golgi  intermediate  compartment 
protein  3 

Non-raft 

3 

28/383 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

279 

- 

1P100026942 

ERL1N2 

Isoform  1  of  SPFH  domain-containing  protein  2  precursor 

Non-raft 

2 

23/339 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

280 

- 

1P100386755 

EROIL 

EROl-like  protein  alpha  precursor 

Non-raft 

8 

114/468 

- 

2.0 

4.0 

0.5 

2 

6 

0.3 

2 

2 

1.0 

281 

+  +  + 

1P100024911 

ERP29 

Endoplasmic  reticulum  protein  ERp29  precursor 

Non-raft 

3 

32/261 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

282 

+  +  + 

1P100429191 

ETFl 

Eukaryotic  peptide  chain  release  factor  subunit  1 

Non-raft 

2 

23/437 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

283 

+ 

IPIOOO 108 10 

ETFA 

Electron  transfer  flavoprotein  subunit  alpha,  mitochondrial  precursor 

Non-raft 

3 

47/333 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

284 

+  + 

IPIOOO 15905 

EXOSC2 

Exosome  complex  exonuclease  RRP4 

Raft 

2 

22/293 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

2 

0 

6.7 

285 

- 

1P100218310 

EXOSC4 

Exosome  complex  exonuclease  RRP41 

Raft 

2 

22/245 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

286 

+  + 

1P100073602 

EXOSC6 

homolog  of  yeast  mRNA  transport  regulator  3 

Raft 

2 

27/272 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

287 

+ 

1P100479359 

EZR 

villin  2 

Non-raft 

2 

29/585 

+ 

1.0 

0.5 

2.0 

0 

1 

0.0 

2 

0 

6.7 
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288 

- 

1P100001754 

FUR 

Junctional  adhesion  molecule  A  precursor 

Non-raft 

4 

58/299 

- 

1.5 

2.0 

0.8 

3 

4 

0.8 

0 

0 

0.0 

289 

+  +  +  +  + 

1P100010338 

F3 

Tissue  factor  precursor 

Non-raft 

6 

75/295 

+  +  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

3 

0 

10.0 

290 

+  +  +  +  + 

1P100412592 

FAM108B1 

chromosome  9  open  reading  frame  77  isoform  2 

Non-raft 

8 

144/288 

+  +  +  +  + 

5.5 

0.0 

18.3 

8 

0 

26.7 

3 

0 

10.0 

1P100412592 

FAM108B1 

chromosome  9  open  reading  frame  77  isoform  2 

Raft 

2 

26/288 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

291 

+  + 

1P100747290 

FAM108C1 

Isoform  2  of  abhydrolase  domain-containing  protein  FAM108C1 

Non-raft 

2 

22/295 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

292 

+  + 

1P100039626 

FAM120A 

Isoform  D  of  UPF0318  protein  FAM120A 

Raft 

4 

60/1072 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

293 

+ 

1P100456750 

FAM129B 

Niban-like  protein 

Non-raft 

2 

24/733 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

294 

+  + 

1P100021923 

FAM3C 

Protein  FAM3C  precursor 

Non-raft 

2 

22/227 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

295 

+  +  +  +  + 

1P100303318 

FAM49B 

Protein  FAM49B 

Non-raft 

20 

241/324 

+  +  +  +  + 

25.0 

0.0 

83.3 

31 

0 

103.3 

19 

0 

63.3 

1P100303318 

FAM49B 

Protein  FAM49B 

Raft 

2 

37/324 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

296 

- 

1P100022143 

FAM62A 

Isoform  1  of  Protein  FAM62  A 

Non-raft 

11 

163/1104 

- 

5.0 

4.5 

1.1 

6 

5 

1.2 

4 

4 

1.0 

297 

- 

1P100300074 

FARSB 

Phenylalanyl-tRNA  synthetase  beta  chain 

Non-raft 

8 

92/589 

- 

3.5 

3.5 

1.0 

3 

4 

0.8 

4 

3 

1.3 

1P100300074 

FARSB 

Phenylalanyl-tRNA  synthetase  beta  chain 

Raft 

10 

110/589 

- 

5.5 

4.5 

1.2 

8 

4 

2.0 

3 

5 

0.6 

298 

+  +  +  +  + 

^  1P100026781 

FASN 

Fatty  acid  synthase 

Non-raft 

41 

545/2511 

+  +  +  +  + 

25.5 

5.5 

4.6 

31 

8 

3.9 

20 

3 

6.7 

1P100026781 

FASN 

Fatty  acid  synthase 

Raft 

3 

32/2511 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

299 

+  +  +  + 

1P100174757 

FBXL20 

F-box/LRR-repeat  protein  20 

Non-raft 

5 

53/436 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

300 

+  +  +  +  + 

1P100021048 

FER1L3 

Isoform  1  of  Myoferlin 

Non-raft 

91 

956/2061 

+  + 

80.0 

22.5 

3.6 

94 

32 

2.9 

66 

13 

5.1 

1P100021048 

FER1L3 

Isoform  1  of  Myoferlin 

Raft 

21 

275/2061 

+  +  +  +  + 

15.5 

1.5 

10.3 

22 

3 

7.3 

9 

0 

30.0 

301 

+ 

1P100000856 

FERMT2 

Isoform  1  of  Pleckstrin  homology  domain-containing  family  C  member 

1 

Non-raft 

3 

42/680 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

302 

- 

1P100328161 

FKBP8 

FK506-binding  protein  8 

Non-raft 

5 

87/413 

- 

1.5 

2.5 

0.6 

1 

2 

0.5 

2 

3 

0.7 

303 

+  + 

IPIOOO 13281 

FKRP 

Fukutin-related  protein 

Non-raft 

2 

25/495 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

304 

- 

1P100397801 

FLG2 

Ifapsoriasin 

Non-raft 

2 

23/2391 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

1P100397801 

FLG2 

Ifapsoriasin 

Raft 

2 

23/2391 

+ 

1.5 

1.0 

1.5 

3 

2 

1.5 

0 

0 

0.0 

305 

+  +  + 

1P100301987 

FLJ20323 

hypothetical  protein  FLJ20323 

Raft 

5 

73/875 

+  +  + 

2.5 

0.5 

5.0 

5 

1 

5.0 

0 

0 

0.0 

306 

- 

1P100302592 

FLNA 

filamin  1 

Non-raft 

79 

1117/2639 

- 

37.0 

44.5 

0.8 

53 

63 

0.8 

21 

26 

0.8 

1P100302592 

FLNA 

filamin  1 

Raft 

29 

452/2639 

- 

12.5 

11.0 

1.1 

25 

21 

1.2 

0 

1 

0.0 

307 

- 

1P100477536 

FLNB 

Filamin  B 

Non-raft 

83 

1102/2591 

- 

38.5 

45.0 

0.9 

54 

68 

0.8 

23 

22 

1.0 

1P100477536 

FLNB 

Filamin  B 

Raft 

23 

312/2591 

- 

8.0 

7.0 

1.1 

16 

14 

1.1 

0 

0 

0.0 

308 

- 

1P100178352 

FLNC 

Isoform  1  of  Filamin-C 

Non-raft 

23 

276/2725 

- 

6.5 

7.0 

0.9 

11 

13 

0.8 

3 

1 

3.0 

1P100178352 

FLNC 

Isoform  1  of  Filamin-C 

Raft 

4 

52/2725 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

309 

+  +  +  +  + 

■  1P100027438 

FLOTl 

Flotillin-1 

Non-raft 

25 

303/427 

+  +  +  +  + 

25.5 

0.5 

51.0 

27 

1 

27.0 

24 

0 

80.0 

1P100027438 

FLOTl 

Flotillin-1 

Raft 

33 

351/427 

+  +  +  +  + 

50.5 

3.0 

16.8 

52 

4 

13.0 

49 

2 

24.5 

310 

+  +  +  +  + 

■  1P100029625 

FLOT2 

Flotillin-2 

Non-raft 

24 

260/428 

+  +  +  +  + 

32.0 

0.5 

64.0 

34 

1 

34.0 

30 

0 

100.0 

1P100029625 

FLOT2 

Flotillin-2 

Raft 

33 

404/428 

+  +  +  +  + 

56.0 

2.5 

22.4 

60 

5 

12.0 

52 

0 

173.3 

311 

- 

1P1002 17490 

FNDC3B 

Factor  for  adipocyte  differentiation  104  variant 

Non-raft 

2 

23/1204 

- 

0.0 

1.5 

0.0 

0 

2 

0.0 

0 

1 

0.0 

1P1002 17490 

FNDC3B 

Factor  for  adipocyte  differentiation  104  variant 

Raft 

5 

73/1204 

- 

1.5 

1.5 

1.0 

3 

3 

1.0 

0 

0 

0.0 

312 

+ 

1P100163187 

FSCNl 

Fascin 

Non-raft 

8 

116/493 

+ 

5.0 

2.0 

2.5 

8 

3 

2.7 

2 

1 

2.0 

313 

- 

IPIOOO 16249 

FXRl 

Isoform  1  of  Fragile  X  mental  retardation  syndrome-related  protein  1 

Raft 

6 

76/621 

- 

2.5 

2.5 

1.0 

5 

4 

1.3 

0 

1 

0.0 

314 

+  + 

IPIOOO 16250 

FXR2 

Fragile  X  mental  retardation  syndrome-related  protein  2 

Raft 

3 

43/698 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

315 

+  +  +  +  + 

1P100020228 

FZD6 

Frizzled-6  precursor 

Non-raft 

3 

28/706 

+  +  +  +  + 

3.0 

0.0 

10.0 

3 

0 

10.0 

3 

0 

10.0 

316 

- 

1P100012442 

G3BP1 

Ras-GTPase-activating  protein-binding  protein  1 

Raft 

7 

102/466 

- 

2.0 

2.5 

0.8 

4 

5 

0.8 

0 

0 

0.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

317 

- 

IPI002 16008 

G6PD 

Isoform  Long  of  Glucose-6-phosphate  1 -dehydrogenase 

Non-raft 

4 

43/561 

- 

1.5 

2.0 

0.8 

2 

3 

0.7 

1 

1 

1.0 

318 

+ 

IPI00004669 

GALNT2 

Polypeptide  N-aeetylgalaetosaminyltransferase  2 

Non-raft 

5 

62/571 

+ 

2.0 

1.0 

2.0 

4 

1 

4.0 

0 

1 

0.0 

319 

+ 

IPI00011454 

GANAB 

Isoform  2  of  Neutral  alpha-glueosidase  AB  preeursor 

Non-raft 

14 

216/966 

+ 

7.5 

4.0 

1.9 

12 

7 

1.7 

3 

1 

3.0 

320 

+  +  +  +  + 

IPI00219018 

GAPDH 

Glyeeraldehyde-3 -phosphate  dehydrogenase 

Non-raft 

29 

361/335 

+ 

122.0 

52.5 

2.3 

143 

62 

2.3 

101 

43 

2.3 

IPI00219018 

GAPDH 

Glyeeraldehyde-3 -phosphate  dehydrogenase 

Raft 

12 

160/335 

+  +  +  +  + 

13.5 

4.0 

3.4 

15 

5 

3.0 

12 

3 

4.0 

321 

- 

1PI00465260 

GARS 

GARS  protein 

Non-raft 

9 

158/739 

- 

4.0 

3.0 

1.3 

5 

4 

1.3 

3 

2 

1.5 

322 

+  + 

1PI00025273 

GART 

Isoform  Long  of  Trifimetional  purine  biosynthetie  protein  adenosine-3 

Non-raft 

2 

27/1010 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

323 

+ 

IPI00021807 

GBA 

Isoform  Long  of  Glueosyleeramidase  preeursor 

Non-raft 

4 

58/536 

+ 

2.0 

1.0 

2.0 

2 

1 

2.0 

2 

1 

2.0 

324 

- 

IPI00001159 

GCNILI 

GCNl-like  protein  1 

Non-raft 

8 

94/2671 

- 

3.0 

3.5 

0.9 

4 

6 

0.7 

2 

1 

2.0 

325 

- 

IPI00031461 

GDI2 

Rab  GDP  dissoeiation  inhibitor  beta 

Non-raft 

3 

42/449 

- 

0.5 

1.5 

0.3 

1 

3 

0.3 

0 

0 

0.0 

326 

+ 

IPIOO 154473 

GFMl 

84  kDa  protein 

Non-raft 

4 

39/751 

+ 

1.5 

1.0 

1.5 

2 

2 

1.0 

1 

0 

3.3 

327 

+  +  +  +  + 

IPI002 17952 

GFPTl 

Isoform  1  of  Glueosamine— fruetose-6-phosphate  aminotransferase 
[isomerizing]  1 

Non-raft 

10 

140/699 

+  +  +  +  + 

6.5 

0.0 

21.7 

7 

0 

23.3 

6 

0 

20.0 

328 

- 

IPI00414717 

GLGl 

golgi  apparatus  protein  1 

Non-raft 

9 

97/1203 

- 

4.0 

3.0 

1.3 

5 

2 

2.5 

3 

4 

0.8 

329 

- 

1PI002 15687 

GLS 

Isoform  GAC  of  Glutaminase  kidney  isoform,  mitoehondrial  preeursor 

Non-raft 

12 

194/598 

- 

13.5 

10.0 

1.4 

12 

9 

1.3 

15 

11 

1.4 

330 

- 

IPI00289159 

GLS 

Isoform  KGA  of  Glutaminase  kidney  isoform,  mitoehondrial  preeursor 

Non-raft 

13 

171/669 

- 

12.5 

9.5 

1.3 

11 

9 

1.2 

14 

10 

1.4 

331 

- 

IPIOO 168262 

GLT25D1 

CDNA  PSEC0241  fis,  elone  NT2RP3000234,  moderately  similar  to 
Homo  sapiens  eerebral  eell  adhesion  moleeule  mRNA 

Non-raft 

2 

18/622 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

IPIOO 168262 

GLT25D1 

CDNA  PSEC0241  fis,  elone  NT2RP3000234,  moderately  similar  to 
Homo  sapiens  eerebral  eell  adhesion  moleeule  mRNA 

Raft 

2 

18/622 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

332 

- 

IPIOOO 16801 

GLUDl 

Glutamate  dehydrogenase  1,  mitoehondrial  preeursor 

Raft 

9 

110/558 

- 

8.0 

8.0 

1.0 

9 

11 

0.8 

7 

5 

1.4 

333 

+  +  +  +  + 

IPI00305551 

GNAll 

Guanine  nueleotide -binding  protein  subunit  alpha- 1 1 

Non-raft 

24 

278/359 

+  +  +  +  + 

28.0 

1.0 

28.0 

36 

1 

36.0 

20 

1 

20.0 

IPI00305551 

GNAll 

Guanine  nueleotide -binding  protein  subunit  alpha- 1 1 

Raft 

13 

155/359 

+  +  +  +  + 

10.5 

0.0 

35.0 

11 

0 

36.7 

10 

0 

33.3 

334 

+  +  +  +  + 

IPI00328744 

GNA12 

Guanine  nueleotide -binding  protein  alpha- 12  subunit 

Non-raft 

6 

71/381 

+  +  +  +  + 

8.5 

0.0 

28.3 

9 

0 

30.0 

8 

0 

26.7 

335 

+  +  +  +  + 

IPI00290928 

GNA13 

Guanine  nueleotide -binding  protein  alpha- 13  subunit 

Non-raft 

17 

194/377 

+  +  +  +  + 

22.5 

1.0 

22.5 

26 

1 

26.0 

19 

1 

19.0 

IPI00290928 

GNA13 

Guanine  nueleotide -binding  protein  alpha- 13  subunit 

Raft 

7 

102/377 

+  +  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

3 

0 

10.0 

336 

+  +  +  +  + 

IPI00337415 

GNAll 

Guanine  nueleotide-binding  protein  G(i),  alpha- 1  subunit 

Non-raft 

14 

161/354 

+  +  +  +  + 

12.0 

1.0 

12.0 

13 

0 

43.3 

11 

2 

5.5 

IPI00337415 

GNAll 

Guanine  nueleotide-binding  protein  G(i),  alpha- 1  subunit 

Raft 

12 

134/354 

+  +  +  +  + 

11.0 

0.0 

36.7 

10 

0 

33.3 

12 

0 

40.0 

337 

+  +  +  +  + 

IPI00748145 

GNAI2 

guanine  nueleotide  binding  protein  (G  protein),  alpha  inhibiting  aetivity 
polypeptide  2 

Non-raft 

23 

248/355 

+  +  +  +  + 

31.0 

5.0 

6.2 

40 

5 

8.0 

22 

5 

4.4 

IPI00748145 

GNAI2 

guanine  nueleotide  binding  protein  (G  protein),  alpha  inhibiting  aetivity 
polypeptide  2 

Raft 

20 

230/355 

+  +  +  +  + 

23.0 

1.0 

23.0 

18 

1 

18.0 

28 

1 

28.0 

338 

+  +  +  +  + 

IPI00220578 

GNAI3 

Guanine  nueleotide-binding  protein  G(k)  subunit  alpha 

Non-raft 

19 

234/354 

+  +  +  +  + 

28.5 

5.0 

5.7 

32 

4 

8.0 

25 

6 

4.2 

IPI00220578 

GNAI3 

Guanine  nueleotide-binding  protein  G(k)  subunit  alpha 

Raft 

16 

206/354 

+  +  +  +  + 

17.5 

0.5 

35.0 

14 

0 

46.7 

21 

1 

21.0 

339 

+  +  +  + 

IPI00220281 

GNAOl 

Guanine  nueleotide-binding  protein  G(o)  subunit  alpha  1 

Non-raft 

5 

52/354 

+  +  +  + 

3.0 

0.0 

10.0 

6 

0 

20.0 

0 

0 

0.0 

340 

+  +  +  +  + 

IPI00288947 

GNAQ 

Guanine  nueleotide  binding  protein 

Non-raft 

19 

262/359 

+  +  +  +  + 

21.5 

0.5 

43.0 

22 

0 

73.3 

21 

1 

21.0 

IPI00288947 

GNAQ 

Guanine  nueleotide  binding  protein 

Raft 

13 

212/359 

+  +  +  +  + 

12.5 

0.0 

41.7 

13 

0 

43.3 

12 

0 

40.0 

341 

+  +  +  +  + 

IPI00219835 

GNAS 

Isoform  Gnas-2  of  Guanine  nueleotide-binding  protein  G(s)  subunit 
alpha  isoforms  short 

Non-raft 

19 

236/380 

+  +  +  +  + 

25.5 

3.5 

7.3 

34 

6 

5.7 

17 

1 

17.0 

IPI00219835 

GNAS 

Isoform  Gnas-2  of  Guanine  nueleotide-binding  protein  G(s)  subunit 
alpha  isoforms  short 

Raft 

22 

256/380 

+  +  +  +  + 

19.0 

0.0 

63.3 

18 

0 

60.0 

20 

0 

66.7 

No. 

Prob.  Both 

Acc.Number 
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342 

+  +  +  +  + 

1P1005 14055 

GNAS 

Isoform  Gnas-1  of  Guanine  nucleotide-binding  protein  G(s)  subunit 
alpha  isoforms  short 

Non-raft 

18 

229/394 

+  +  +  +  + 

24.5 

3.5 

7.0 

30 

6 

5.0 

19 

1 

19.0 

1P1005 14055 

GNAS 

Isoform  Gnas-1  of  Guanine  nucleotide-binding  protein  G(s)  subunit 
alpha  isoforms  short 

Raft 

22 

261/394 

+  +  +  +  + 

20.0 

0.0 

66.7 

18 

0 

60.0 

22 

0 

73.3 

343 

+  +  +  +  + 

■  1P100644936 

GNAS 

Guanine  nucleotide -binding  protein  G-s-alpha-3 

Raft 

22 

258/379 

+  +  +  +  + 

18.5 

0.0 

61.7 

17 

0 

56.7 

20 

0 

66.7 

344 

- 

1P100026268 

GNBl 

Guanine  nucleotide-binding  protein  G(1)/G(S)/G(T)  subunit  beta  1 

Non-raft 

9 

145/340 

- 

6.0 

6.0 

1.0 

11 

9 

1.2 

1 

3 

0.3 

1P100026268 

GNBl 

Guanine  nucleotide-binding  protein  G(1)/G(S)/G(T)  subunit  beta  1 

Raft 

6 

74/340 

+ 

2.5 

1.5 

1.7 

4 

2 

2.0 

1 

1 

1.0 

345 

+ 

1P100003348 

GNB2 

Guanine  nucleotide -binding  protein  G(1)/G(S)/G(T)  subunit  beta  2 

Non-raft 

8 

95/340 

- 

3.5 

5.0 

0.7 

5 

6 

0.8 

2 

4 

0.5 

1P100003348 

GNB2 

Guanine  nucleotide-binding  protein  G(1)/G(S)/G(T)  subunit  beta  2 

Raft 

6 

74/340 

+  +  + 

3.0 

0.5 

6.0 

4 

1 

4.0 

2 

0 

6.7 

346 

+ 

1P100641950 

GNB2L1 

Lung  cancer  oncogene  7 

Non-raft 

9 

102/347 

- 

5.5 

5.0 

1.1 

4 

6 

0.7 

7 

4 

1.8 

1P100641950 

GNB2L1 

Lung  cancer  oncogene  7 

Raft 

20 

243/347 

+ 

31.5 

19.5 

1.6 

38 

25 

1.5 

25 

14 

1.8 

347 

- 

1P100012451 

GNB4 

Guanine  nucleotide-binding  protein  subunit  beta  4 

Non-raft 

5 

60/340 

- 

2.0 

2.5 

0.8 

4 

5 

0.8 

0 

0 

0.0 

348 

+ 

1P100005677 

GNPAT 

Dihydroxyacetone  phosphate  acyltransferase 

Non-raft 

2 

22/680 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

1 

0 

3.3 

349 

+  +  +  +  + 

1P100480022 

GOLGA7 

Isoform  1  of  Golgin  subfamily  A  member  7 

Non-raft 

8 

98/137 

+  +  +  +  + 

7.0 

0.0 

23.3 

8 

0 

26.7 

6 

0 

20.0 

1P100480022 

GOLGA7 

Isoform  1  of  Golgin  subfamily  A  member  7 

Raft 

10 

108/137 

+  +  +  +  + 

7.5 

0.5 

15.0 

10 

1 

10.0 

5 

0 

16.7 

350 

+  +  +  +  + 

■  1P100004962 

GOL1M4 

golgi  phosphoprotein  4 

Non-raft 

9 

116/696 

+  +  +  +  + 

6.5 

0.0 

21.7 

9 

0 

30.0 

4 

0 

13.3 

351 

- 

IPIOOO 18206 

GOT2 

Aspartate  aminotransferase,  mitochondrial  precursor 

Non-raft 

11 

142/430 

- 

4.5 

5.0 

0.9 

5 

6 

0.8 

4 

4 

1.0 

352 

+  +  +  + 

1P100027497 

GPl 

Glucose-6-phosphate  isomerase 

Non-raft 

3 

43/558 

+  +  +  + 

4.5 

0.5 

9.0 

7 

1 

7.0 

2 

0 

6.7 

353 

+  +  +  +  + 

1P1002 17481 

GPR126 

Developmentally  regulated  G-protein-coupled  receptor  beta  1 

Non-raft 

7 

97/1250 

+  +  +  +  + 

5.5 

0.0 

18.3 

6 

0 

20.0 

5 

0 

16.7 

1P1002 17481 

GPR126 

Developmentally  regulated  G-protein-coupled  receptor  beta  1 

Raft 

4 

53/1250 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

354 

+  +  +  +  + 

■  1P100022624 

GPRC5A 

Retinoic  acid-induced  protein  3 

Non-raft 

7 

95/357 

+  +  +  +  + 

15.0 

0.5 

30.0 

17 

1 

17.0 

13 

0 

43.3 

1P100022624 

GPRC5A 

Retinoic  acid-induced  protein  3 

Raft 

10 

135/357 

+  +  +  +  + 

23.0 

1.0 

23.0 

31 

2 

15.5 

15 

0 

50.0 

355 

+  +  +  + 

1P100099883 

GPRC5C 

G-protein  coupled  receptor  family  C  group  5  member  C  precursor 

Raft 

6 

51/441 

+  +  +  + 

4.5 

0.0 

15.0 

9 

0 

30.0 

0 

0 

0.0 

356 

+  + 

1P100332155 

GPRINI 

Isoform  1  of  G  protein-regulated  inducer  of  neurite  outgrowth  1 

Non-raft 

2 

30/1008 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

357 

- 

1P100027831 

GRWDl 

Glutamate-rich  WD  repeat-containing  protein  1 

Raft 

2 

30/446 

- 

0.0 

1.0 

0.0 

0 

2 

0.0 

0 

0 

0.0 

358 

+ 

IPIOOO 16862 

GSR 

Isoform  Mitochondrial  of  Glutathione  reductase,  mitochondrial 
precursor 

Non-raft 

3 

43/522 

+ 

1.5 

1.0 

1.5 

2 

2 

1.0 

1 

0 

3.3 

359 

- 

1P100031522 

HADHA 

Trifimctional  enzyme  subunit  alpha,  mitochondrial  precursor 

Non-raft 

17 

230/763 

- 

10.5 

7.5 

1.4 

13 

11 

1.2 

8 

4 

2.0 

1P100031522 

HADHA 

Trifimctional  enzyme  subunit  alpha,  mitochondrial  precursor 

Raft 

12 

154/763 

+ 

6.0 

4.0 

1.5 

9 

7 

1.3 

3 

1 

3.0 

360 

+ 

1P100022793 

HADHB 

Trifimctional  enzyme  beta  subunit,  mitochondrial  precursor 

Non-raft 

2 

18/474 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

1 

0 

3.3 

1P100022793 

HADHB 

Trifimctional  enzyme  beta  subunit,  mitochondrial  precursor 

Raft 

2 

18/474 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

361 

- 

1P100654755 

HBB 

Hemoglobin  subunit  beta 

Non-raft 

2 

23/147 

- 

0.0 

1.5 

0.0 

0 

0 

0.0 

0 

3 

0.0 

1P100654755 

HBB 

Hemoglobin  subunit  beta 

Raft 

2 

22/147 

- 

0.5 

1.0 

0.5 

1 

1 

1.0 

0 

1 

0.0 

362 

+ 

IPlOO 176692 

hCG_202377 

6 

PREDICTED:  similar  to  Heterogeneous  nuclear  ribonucleoprotein  A1 

Non-raft 

3 

59/281 

+  + 

2.0 

0.5 

4.0 

2 

1 

2.0 

2 

0 

6.7 

IPlOO 176692 

hCG_202377 

6 

PREDICTED:  similar  to  Heterogeneous  nuclear  ribonucleoprotein  A1 

Raft 

5 

73/281 

+ 

2.0 

1.0 

2.0 

4 

2 

2.0 

0 

0 

0.0 

363 

- 

1P100022228 

HDLBP 

Vigilin 

Raft 

5 

70/1268 

- 

1.0 

2.0 

0.5 

2 

4 

0.5 

0 

0 

0.0 

364 

- 

1P100453473 

H1ST1H4A 

Histone  H4 

Non-raft 

2 

20/103 

- 

0.0 

1.0 

0.0 

0 

2 

0.0 

0 

0 

0.0 

365 

- 

IPIOOO 18246 

HKl 

Isoform  1  of  Hexokinase-1 

Non-raft 

7 

91/917 

- 

2.5 

3.5 

0.7 

2 

3 

0.7 

3 

4 

0.8 

366 

+ 

1P100743503 

HLA-A 

HEA  class  1  histocompatibility  antigen,  A-34  alpha  chain  precursor 

Non-raft 

11 

162/365 

+ 

32.5 

11.0 

3.0 

33 

16 

2.1 

32 

6 

5.3 

367 

+  +  +  +  + 

1P100471955 

HLA-B 

HE  A  class  1  histocompatibility  antigen,  B-50  alpha  chain  precursor 

Non-raft 

16 

262/362 

+  +  +  +  + 

54.5 

10.0 

5.5 

54 

13 

4.2 

55 

7 

7.8 

No. 

Prob.  Both 

Acc.Number 
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1P100471955 

HLA-B 

HLA  class  1  histocompatibility  antigen,  B-50  alpha  chain  precursor 

Raft 

8 

101/362 

+  +  +  +  + 

11.0 

1.5 

7.3 

11 

3 

3.7 

11 

0 

36.7 

368 

+  +  +  +  + 

1P100473131 

HLA-C 

HLA  class  1  histocompatibility  antigen,  Cw-6  alpha  ehain  preeursor 

Non-raft 

18 

241/366 

+  +  +  +  + 

43.5 

12.5 

3.5 

44 

17 

2.6 

43 

8 

5.4 

1P100473131 

HLA-C 

HLA  elass  1  histoeompatibility  antigen,  Cw-6  alpha  ehain  preeursor 

Raft 

11 

154/366 

+  +  +  +  + 

12.0 

1.5 

8.0 

13 

3 

4.3 

11 

0 

36.7 

369 

+  +  +  +  + 

■  1P100008475 

HMGCSl 

Hydroxymethylglutaryl-CoA  synthase,  eytoplasmie 

Non-raft 

8 

134/520 

+  +  +  +  + 

6.5 

0.0 

21.7 

9 

0 

30.0 

4 

0 

13.3 

370 

+ 

1P100026824 

HMOX2 

Heme  oxygenase  2 

Non-raft 

7 

118/370 

+ 

4.0 

2.0 

2.0 

4 

4 

1.0 

4 

0 

13.3 

371 

+  +  + 

IPIOOO 11913 

HNRNPAO 

Heterogeneous  nuelear  ribonueleoprotein  AO 

Raft 

2 

33/305 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

372 

+ 

1P1002 15965 

HNRNPAl 

heterogeneous  nuelear  ribonueleoprotein  A1  isoform  b 

Non-raft 

4 

77/372 

+ 

2.5 

1.0 

2.5 

3 

2 

1.5 

2 

0 

6.7 

1P1002 15965 

HNRNPAl 

heterogeneous  nuelear  ribonueleoprotein  A1  isoform  b 

Raft 

7 

102/372 

+ 

5.0 

2.5 

2.0 

9 

5 

1.8 

1 

0 

3.3 

373 

+ 

1P100396378 

HNRNPA2B1 

Isoform  B1  of  Heterogeneous  nuelear  ribonueleoproteins  A2/B1 

Raft 

3 

34/353 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

0 

0 

0.0 

374 

- 

1P100027834 

HNRNPL 

heterogeneous  nuelear  ribonueleoprotein  L  isoform  a 

Raft 

9 

190/589 

- 

4.5 

4.0 

1.1 

8 

6 

1.3 

1 

2 

0.5 

375 

- 

IPIOOO 12074 

HNRNPR 

Heterogeneous  nuelear  ribonueleoprotein  R 

Raft 

3 

33/633 

- 

1.5 

2.5 

0.6 

3 

5 

0.6 

0 

0 

0.0 

376 

- 

1P100479217 

HNRNPU 

heterogeneous  nuelear  ribonueleoprotein  U  isoform  b 

Non-raft 

6 

59/806 

- 

2.0 

4.0 

0.5 

4 

3 

1.3 

0 

1 

0.0 

377 

+  +  + 

1P1004 19373 

HNRPA3 

Isoform  1  of  Heterogeneous  nuelear  ribonueleoprotein  A3 

Raft 

4 

71/378 

+  +  + 

2.5 

0.5 

5.0 

4 

1 

4.0 

1 

0 

3.3 

378 

+ 

1P100028888 

HNRPD 

Isoform  1  of  Heterogeneous  nuelear  ribonueleoprotein  DO 

Raft 

2 

24/355 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

379 

+ 

1P100003881 

HNRPF 

heterogeneous  nuelear  ribonueleoprotein  F 

Non-raft 

2 

34/415 

+ 

1.5 

0.5 

3.0 

1 

1 

1.0 

2 

0 

6.7 

380 

- 

IPIOOO 13 881 

HNRPHl 

heterogeneous  nuelear  ribonueleoprotein  HI 

Non-raft 

2 

34/449 

- 

0.5 

1.0 

0.5 

0 

1 

0.0 

1 

1 

1.0 

IPIOOO 13 881 

HNRPHl 

heterogeneous  nuelear  ribonueleoprotein  HI 

Raft 

2 

33/449 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

1 

0 

3.3 

381 

- 

1P1002 16049 

HNRPK 

Isoform  1  of  Heterogeneous  nuelear  ribonueleoprotein  K 

Non-raft 

10 

127/463 

- 

5.0 

3.5 

1.4 

6 

4 

1.5 

4 

3 

1.3 

1P1002 16049 

HNRPK 

Isoform  1  of  Heterogeneous  nuelear  ribonueleoprotein  K 

Raft 

8 

121/463 

- 

3.5 

2.5 

1.4 

5 

3 

1.7 

2 

2 

1.0 

382 

+  + 

1P100171903 

HNRPM 

heterogeneous  nuelear  ribonueleoprotein  M  isoform  a 

Non-raft 

5 

70/730 

+ 

2.5 

1.5 

1.7 

3 

2 

1.5 

2 

1 

2.0 

1P100171903 

HNRPM 

heterogeneous  nuelear  ribonueleoprotein  M  isoform  a 

Raft 

13 

146/730 

+  +  + 

7.5 

1.5 

5.0 

13 

1 

13.0 

2 

2 

1.0 

383 

+  +  +  +  + 

■  1P100000006 

HRAS 

GTPase  HRas  preeursor 

Non-raft 

9 

85/189 

+  +  +  +  + 

11.0 

0.5 

22.0 

9 

0 

30.0 

13 

1 

13.0 

384 

+ 

1P100398625 

HRNR 

Homerin 

Non-raft 

4 

66/2850 

+ 

2.0 

1.0 

2.0 

4 

2 

2.0 

0 

0 

0.0 

1P100398625 

HRNR 

Hornerin 

Raft 

11 

196/2850 

+ 

7.5 

3.5 

2.1 

15 

7 

2.1 

0 

0 

0.0 

385 

+  +  +  +  + 

'  IPIOOO 17726 

HSD17B10 

hydroxyaeyl-Coenzyme  A  dehydrogenase,  type  11  isoform  1 

Non-raft 

5 

88/261 

+  +  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

3 

0 

10.0 

386 

+ 

IPIOOO 199 12 

HSD17B4 

Peroxisomal  multifunetional  enzyme  type  2 

Non-raft 

11 

147/736 

+ 

6.0 

3.0 

2.0 

8 

5 

1.6 

4 

1 

4.0 

387 

- 

1P1003 82470 

HSP90AA1 

Heat  shoek  protein  HSP  90-alpha  2 

Non-raft 

14 

163/854 

- 

11.5 

10.5 

1.1 

15 

15 

1.0 

8 

6 

1.3 

1P1003 82470 

HSP90AA1 

Heat  shoek  protein  HSP  90-alpha  2 

Raft 

9 

118/854 

- 

3.5 

5.0 

0.7 

7 

10 

0.7 

0 

0 

0.0 

388 

- 

1P100414676 

HSP90AB1 

Heat  shoek  protein  HSP  90-beta 

Non-raft 

24 

284/724 

- 

16.5 

16.5 

1.0 

23 

24 

1.0 

10 

9 

1.1 

1P100414676 

HSP90AB1 

Heat  shoek  protein  HSP  90-beta 

Raft 

7 

88/724 

- 

2.0 

2.5 

0.8 

4 

5 

0.8 

0 

0 

0.0 

389 

- 

1P100555915 

HSP90AB6P 

Heat  shoek  protein  90Bf 

Non-raft 

2 

20/361 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

390 

- 

1P100027230 

HSP90B1 

Endoplasmin  preeursor 

Non-raft 

17 

204/803 

- 

10.0 

7.5 

1.3 

14 

11 

1.3 

6 

4 

1.5 

391 

+ 

1P100304925 

HSPAIA 

Heat  shoek  70  kDa  protein  1 

Non-raft 

8 

96/641 

- 

3.5 

4.5 

0.8 

4 

6 

0.7 

3 

4 

0.8 

1P100304925 

HSPAIA 

Heat  shoek  70  kDa  protein  1 

Raft 

3 

40/641 

+  +  + 

1.5 

0.0 

5.0 

0 

0 

0.0 

3 

0 

10.0 

392 

- 

1P100301277 

HSPAIL 

Heat  shoek  70  kDa  protein  IL 

Non-raft 

7 

87/641 

- 

3.5 

4.0 

0.9 

4 

5 

0.8 

3 

3 

1.0 

1P100301277 

HSPAIL 

Heat  shoek  70  kDa  protein  IL 

Raft 

2 

31/641 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

393 

- 

1P100002966 

HSPA4 

Heat  shoek  70  kDa  protein  4 

Non-raft 

8 

101/840 

- 

4.0 

3.0 

1.3 

7 

4 

1.8 

1 

1 

1.0 

394 

- 

1P100003362 

HSPA5 

Hypothetieal  protein 

Non-raft 

29 

309/655 

- 

28.0 

28.0 

1.0 

35 

36 

1.0 

21 

20 

1.1 

1P100003362 

HSPA5 

Hypothetieal  protein 

Raft 

11 

141/655 

- 

6.5 

5.0 

1.3 

7 

6 

1.2 

6 

4 

1.5 

395 

+ 

1P100003865 

HSPA8 

Isoform  1  of  Heat  shoek  eognate  71  kDa  protein 

Non-raft 

19 

235/646 

+ 

15.5 

9.5 

1.6 

21 

13 

1.6 

10 

6 

1.7 

1P100003865 

HSPA8 

Isoform  1  of  Heat  shoek  eognate  71  kDa  protein 

Raft 

13 

167/646 

+ 

5.0 

2.5 

2.0 

4 

3 

1.3 

6 

2 

3.0 

No. 
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Acc.Number 
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1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

396 

- 

IPI00007765 

HSPA9 

Stress-70  protein,  mitoehondrial  preeursor 

Non-raft 

19 

275/679 

- 

12.0 

19.0 

0.6 

16 

25 

0.6 

8 

13 

0.6 

IPI00007765 

HSPA9 

Stress-70  protein,  mitoehondrial  preeursor 

Raft 

15 

197/679 

- 

7.0 

7.0 

1.0 

8 

10 

0.8 

6 

4 

1.5 

397 

+ 

IPI00472102 

HSPDl 

Heat  shoek  protein  60 

Non-raft 

23 

264/573 

+ 

23.5 

12.0 

2.0 

30 

16 

1.9 

17 

8 

2.1 

398 

- 

1PI00024284 

HSPG2 

Basement  membrane-speeifie  heparan  sulfate  proteoglyean  eore  protein 
preeursor 

Raft 

4 

50/4391 

- 

0.0 

2.0 

0.0 

0 

4 

0.0 

0 

0 

0.0 

399 

- 

IPI002 18993 

HSPHl 

Isoform  Beta  of  Heat-shoek  protein  105  kDa 

Non-raft 

5 

65/814 

- 

2.0 

1.5 

1.3 

4 

2 

2.0 

0 

1 

0.0 

400 

+ 

IPIOOO 13234 

lARS 

lARS  protein 

Non-raft 

4 

43/1266 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

401 

- 

1PI00008494 

ICAMl 

Intereellular  adhesion  moleeule  1  preeursor 

Non-raft 

11 

117/532 

- 

5.0 

5.5 

0.9 

9 

8 

1.1 

1 

3 

0.3 

402 

- 

1PI00030702 

IDH3A 

Isoform  1  of  Isoeitrate  dehydrogenase  [NAD]  subunit  alpha, 
mitoehondrial  preeursor 

Non-raft 

2 

18/366 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

403 

+  +  +  + 

1PI00289819 

IGF2R 

Cation-independent  mannose-6-phosphate  reeeptor  preeursor 

Non-raft 

11 

135/2491 

+ 

5.5 

3.5 

1.6 

7 

6 

1.2 

4 

1 

4.0 

1PI00289819 

IGF2R 

Cation-independent  mannose-6-phosphate  reeeptor  preeursor 

Raft 

10 

108/2491 

+  +  +  + 

5.0 

0.0 

16.7 

10 

0 

33.3 

0 

0 

0.0 

404 

+  +  + 

IPI00056478 

IGSF8 

Isoform  1  of  Immunoglobulin  superfamily  member  8  preeursor 

Non-raft 

3 

40/613 

+  +  + 

2.0 

0.0 

6.7 

1 

0 

3.3 

3 

0 

10.0 

405 

+  +  + 

IPI00788962 

ILIORB 

Protein 

Non-raft 

2 

23/292 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

406 

+  + 

IPI00006774 

IL27RA 

Interleukin-27  reeeptor  subunit  alpha 

Non-raft 

2 

37/725 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

407 

+  +  + 

1PI00297124 

IL6ST 

Isoform  1  of  Interleukin-6  reeeptor  beta  ehain  preeursor 

Non-raft 

2 

27/918 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

408 

- 

IPI00005198 

ILF2 

Interleukin  enhaneer-binding  faetor  2 

Non-raft 

2 

24/390 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

IPI00005198 

ILF2 

Interleukin  enhaneer-binding  faetor  2 

Raft 

4 

56/390 

+ 

2.5 

1.5 

1.7 

2 

2 

1.0 

3 

1 

3.0 

409 

+ 

IPI002 19330 

ILF3 

Isoform  5  of  Interleukin  enhaneer-binding  faetor  3 

Non-raft 

3 

39/690 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

1PI002 19330 

ILF3 

Isoform  5  of  Interleukin  enhaneer-binding  faetor  3 

Raft 

8 

92/690 

- 

3.0 

3.0 

1.0 

6 

6 

1.0 

0 

0 

0.0 

410 

+  +  + 

IPI00554541 

ILVBL 

ilvB  (baeterial  aeetolaetate  synthase)-like  isoform  1 

Non-raft 

3 

49/632 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

411 

+ 

IPI00291510 

IMPDH2 

Inosine-5'-monophosphate  dehydrogenase  2 

Non-raft 

2 

31/514 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

IPI00291510 

IMPDH2 

Inosine-5'-monophosphate  dehydrogenase  2 

Raft 

6 

92/514 

- 

2.0 

2.0 

1.0 

2 

4 

0.5 

2 

0 

6.7 

412 

+  + 

1PI00032262 

INPP5A 

Type  I  inositol- 1,4,5-trisphosphate  5-phosphatase 

Raft 

2 

19/412 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

413 

- 

IPI00009342 

IQGAPl 

Ras  GTPase-aetivating-like  protein  IQGAPl 

Non-raft 

4 

50/1657 

- 

0.5 

2.5 

0.2 

1 

4 

0.3 

0 

1 

0.0 

414 

- 

IPI00013744 

ITGA2 

Integrin  alpha-2  preeursor 

Non-raft 

10 

133/1181 

- 

5.0 

3.5 

1.4 

7 

4 

1.8 

3 

2 

1.5 

415 

+  + 

IPI002 15995 

ITGA3 

Isoform  Alpha-3  A  of  Integrin  alpha-3  preeursor 

Non-raft 

14 

166/1051 

+  + 

15.5 

4.5 

3.4 

15 

7 

2.1 

16 

2 

8.0 

1PI002 15995 

ITGA3 

Isoform  Alpha-3  A  of  Integrin  alpha-3  preeursor 

Raft 

7 

40/1051 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

416 

- 

IPI00306604 

ITGA5 

Integrin  alpha-5  preeursor 

Non-raft 

3 

42/1049 

- 

0.5 

1.5 

0.3 

1 

2 

0.5 

0 

1 

0.0 

417 

+  +  +  + 

IPIOOO 10697 

ITGA6 

Isoform  Alpha-6X1X2B  of  Integrin  alpha-6  preeursor 

Non-raft 

3 

38/1130 

+  +  +  + 

2.5 

0.0 

8.3 

2 

0 

6.7 

3 

0 

10.0 

418 

- 

IPI00027505 

ITGAV 

Integrin  alpha-V  preeursor 

Non-raft 

3 

33/1048 

- 

0.5 

1.5 

0.3 

1 

2 

0.5 

0 

1 

0.0 

419 

- 

IPI002 17561 

ITGBl 

Isoform  Beta- 1C  of  Integrin  beta-1  preeursor 

Raft 

4 

59/825 

- 

0.0 

3.0 

0.0 

0 

4 

0.0 

0 

2 

0.0 

420 

- 

IPI00645194 

ITGBl 

integrin  beta  1  isoform  1 A  preeursor 

Non-raft 

25 

276/798 

- 

19.5 

34.0 

0.6 

22 

46 

0.5 

17 

22 

0.8 

421 

+  +  +  +  + 

IPI00027422 

ITGB4 

Isoform  Beta-4C  of  Integrin  beta-4  preeursor 

Non-raft 

14 

158/1822 

+  +  +  +  + 

8.5 

0.5 

17.0 

10 

1 

10.0 

7 

0 

23.3 

422 

+  +  + 

IPI00031821 

ITM2B 

Integral  membrane  protein  2B 

Raft 

3 

48/266 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

423 

+  +  +  +  + 

IPIOOO 160 14 

ITM2C 

Isoform  1  of  Integral  membrane  protein  2C 

Non-raft 

5 

68/267 

+  +  +  +  + 

3.5 

0.0 

11.7 

4 

0 

13.3 

3 

0 

10.0 

IPIOOO 160 14 

ITM2C 

Isoform  1  of  Integral  membrane  protein  2C 

Raft 

7 

97/267 

+  +  +  + 

3.5 

0.0 

11.7 

6 

0 

20.0 

1 

0 

3.3 

424 

+ 

IPIOOO 11916 

JTVl 

Multisynthetase  eomplex  auxiliary  eomponent  p38 

Non-raft 

2 

21/320 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

425 

- 

IPI00554711 

JUP 

Junetion  plakoglobin 

Non-raft 

13 

183/745 

- 

6.5 

8.0 

0.8 

7 

6 

1.2 

6 

10 

0.6 

IPI00554711 

JUP 

Junetion  plakoglobin 

Raft 

19 

265/745 

- 

13.0 

10.5 

1.2 

20 

14 

1.4 

6 

7 

0.9 

426 

- 

IPI00014238 

KARS 

Lysyl-tRNA  synthetase 

Non-raft 

2 

27/597 

- 

2.5 

2.0 

1.3 

3 

2 

1.5 

2 

2 

1.0 

IPI00014238 

KARS 

Lysyl-tRNA  synthetase 

Raft 

5 

57/597 

- 

2.0 

1.5 

1.3 

4 

3 

1.3 

0 

0 

0.0 

427 

+  +  +  +  + 

■  IPI00029046 

KIAA0152 

Protein  KIAA0152  preeursor 

Non-raft 

9 

103/292 

+  + 

9.0 

2.0 

4.5 

13 

2 

6.5 

5 

2 

2.5 

IPI00029046 

KIAA0152 

Protein  KIAA0152  preeursor 

Raft 

5 

57/292 

+  +  +  +  + 

7.5 

0.0 

25.0 

8 

0 

26.7 

7 

0 

23.3 

428 

- 

IPI00004584 

KIAA0391 

Protein  KIAA0391 

Non-raft 

3 

30/567 

- 

2.0 

1.5 

1.3 

2 

2 

1.0 

2 

1 

2.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

429 

+  +  + 

1P100006130 

K1AA0494 

Uncharacterized  ealeium-binding  protein  K1AA0494 

Non-raft 

2 

32/495 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

430 

+ 

1P100006499 

K1AA0753 

K1AA0753 

Non-raft 

2 

16/967 

+ 

1.0 

0.5 

2.0 

2 

0 

6.7 

0 

1 

0.0 

431 

+  +  + 

1P1002 17007 

K1AA2013 

Novel  protein 

Non-raft 

2 

27/667 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

432 

+ 

1P100001639 

KPNBl 

Importin  beta-1  subunit 

Non-raft 

8 

95/876 

- 

5.5 

4.5 

1.2 

7 

4 

1.8 

4 

5 

0.8 

1P100001639 

KPNBl 

Importin  beta-1  subunit 

Raft 

4 

58/876 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

433 

+  +  +  +  + 

■  1P100423568 

KRAS 

Isoform  2A  of  GTPase  KRas 

Non-raft 

7 

80/189 

+  +  +  +  + 

6.5 

0.0 

21.7 

6 

0 

20.0 

7 

0 

23.3 

434 

- 

1P100328753 

KTNl 

Isoform  1  of  Kineetin 

Raft 

13 

160/1357 

- 

4.5 

4.5 

1.0 

9 

9 

1.0 

0 

0 

0.0 

435 

+ 

1P100294186 

LACTB 

Isoform  1  of  Serine  beta-laetamase-like  protein  LACTB 

Raft 

4 

53/547 

+ 

1.5 

1.0 

1.5 

3 

2 

1.5 

0 

0 

0.0 

436 

- 

1P100641693 

LAMA5 

400  kDa  protein 

Raft 

10 

149/3695 

- 

2.0 

4.0 

0.5 

4 

8 

0.5 

0 

0 

0.0 

437 

- 

1P100296922 

LAMB2 

Laminin  beta-2  ehain  preeursor 

Raft 

7 

88/1798 

- 

1.5 

2.0 

0.8 

3 

4 

0.8 

0 

0 

0.0 

438 

- 

1P100299404 

LAMB3 

Laminin  beta-3  ehain  preeursor 

Non-raft 

4 

64/1172 

- 

0.5 

1.5 

0.3 

1 

3 

0.3 

0 

0 

0.0 

439 

- 

1P100298281 

LAMCl 

Laminin  gamma- 1  ehain  preeursor 

Non-raft 

3 

45/1609 

- 

0.0 

1.5 

0.0 

0 

3 

0.0 

0 

0 

0.0 

1P100298281 

LAMCl 

Laminin  gamma- 1  ehain  preeursor 

Raft 

6 

82/1609 

- 

1.5 

2.5 

0.6 

3 

5 

0.6 

0 

0 

0.0 

440 

+  +  + 

1P100004503 

LAMPl 

lysosomal-assoeiated  membrane  protein  1 

Non-raft 

4 

49/417 

+  +  + 

2.5 

0.5 

5.0 

4 

1 

4.0 

1 

0 

3.3 

441 

+ 

1P100419237 

LAP3 

leueine  aminopeptidase  3 

Non-raft 

3 

35/519 

+ 

2.0 

1.0 

2.0 

3 

1 

3.0 

1 

1 

1.0 

442 

+  +  +  +  + 

1P100014172 

LAPTM4A 

Lysosomal-assoeiated  transmembrane  protein  4A 

Non-raft 

4 

47/233 

+  +  +  +  + 

3.5 

0.0 

11.7 

4 

0 

13.3 

3 

0 

10.0 

1P100014172 

LAPTM4A 

Lysosomal-assoeiated  transmembrane  protein  4A 

Raft 

4 

55/233 

+  +  +  + 

3.0 

0.0 

10.0 

4 

0 

13.3 

2 

0 

6.7 

443 

- 

1P100395347 

LARP4 

e-Mpl  binding  protein  isoform  a 

Raft 

4 

34/724 

- 

2.0 

1.5 

1.3 

3 

3 

1.0 

1 

0 

3.3 

444 

+  +  + 

1P100103994 

LARS 

Leueyl-tRNA  synthetase,  eytoplasmie 

Non-raft 

3 

53/1176 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

445 

- 

1P100000861 

LASPI 

Isoform  1  of  LIM  and  SH3  domain  protein  1 

Non-raft 

3 

39/261 

- 

1.0 

1.5 

0.7 

2 

3 

0.7 

0 

0 

0.0 

446 

- 

1P100305304 

LASS2 

LAGl  longevity  assuranee  homolog  2 

Non-raft 

2 

25/380 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

447 

+  + 

1P100395993 

LAT2 

Isoform  1  of  Linker  for  aetivation  of  T-eells  family  member  2 

Raft 

2 

33/243 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

448 

+ 

1P100292135 

LBR 

Lamin-B  reeeptor 

Non-raft 

2 

34/615 

+ 

2.5 

1.0 

2.5 

3 

2 

1.5 

2 

0 

6.7 

449 

+  + 

1P1003 94952 

LCK 

lymphoeyte-speeifie  protein  tyrosine  kinase  preeursor 

Non-raft 

2 

18/536 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

450 

+ 

1P1002 17966 

LDHA 

laetate  dehydrogenase  A 

Non-raft 

12 

162/332 

+ 

9.5 

4.5 

2.1 

15 

8 

1.9 

4 

1 

4.0 

451 

- 

1P100219217 

LDHB 

L-laetate  dehydrogenase  B  ehain 

Non-raft 

6 

74/334 

- 

3.5 

4.0 

0.9 

5 

7 

0.7 

2 

1 

2.0 

452 

- 

1P100000070 

LDLR 

Low-density  lipoprotein  reeeptor  preeursor 

Non-raft 

6 

71/860 

- 

2.0 

3.0 

0.7 

3 

5 

0.6 

1 

1 

1.0 

453 

+ 

1P100045839 

LEPREl 

Isoform  3  of  Prolyl  3 -hydroxylase  1  preeursor 

Non-raft 

2 

22/804 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

454 

+  +  +  +  + 

1P100219219 

LGALSl 

Galeetin-1 

Non-raft 

6 

77/135 

+  +  +  +  + 

13.0 

1.5 

8.7 

13 

1 

13.0 

13 

2 

6.5 

1P100219219 

LGALSl 

Galeetin-1 

Raft 

9 

103/135 

+ 

14.5 

6.0 

2.4 

18 

12 

1.5 

11 

0 

36.7 

455 

- 

1P100008918 

LlMAl 

Isoform  Beta  of  LIM  domain  and  aetin-binding  protein  1 

Raft 

11 

147/759 

- 

6.5 

5.0 

1.3 

11 

10 

1.1 

2 

0 

6.7 

456 

- 

1P100009950 

LMAN2 

Vesieular  integral-membrane  protein  V1P36  preeursor 

Non-raft 

2 

23/356 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

457 

+  +  + 

1P100020007 

LMBRDl 

LMBRl  domain  eontaining  1 

Non-raft 

2 

26/540 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

458 

- 

1P100021405 

LMNA 

Isoform  A  of  Lamin-A/C 

Raft 

22 

275/664 

- 

11.5 

10.5 

1.1 

20 

17 

1.2 

3 

4 

0.8 

459 

+  +  +  +  + 

1P100221240 

LNPEP 

Isoform  2  of  Leueyl-eystinyl  aminopeptidase 

Non-raft 

17 

184/1011 

+  +  +  +  + 

10.0 

0.0 

33.3 

14 

0 

46.7 

6 

0 

20.0 

460 

+  +  +  + 

1P100293336 

LOC153364 

similar  to  metallo-beta-laetamase  superfamily  protein 

Non-raft 

6 

73/279 

+  +  +  + 

3.0 

0.0 

10.0 

5 

0 

16.7 

1 

0 

3.3 

461 

+  +  + 

1P100373972 

LOC388564 

PREDICTED:  hypothetieal  protein 

Non-raft 

2 

20/176 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

1P100373972 

LOC388564 

PREDICTED:  hypothetieal  protein 

Raft 

2 

20/176 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

462 

+ 

1P100383071 

LOC3  88642 

ReTPll  (Fragment) 

Raft 

2 

23/249 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

463 

+  +  + 

1P100291695 

LOC493869 

CDNA  FLJ23636  fis,  elone  CAS07176 

Non-raft 

3 

35/209 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

464 

+ 

1P100738655 

LOC653781 

PREDICTED:  similar  to  Prostate,  ovary,  testis  expressed  protein  on 
ehromosome  2 

Raft 

6 

57/1038 

+ 

10.0 

5.5 

1.8 

4 

4 

1.0 

16 

7 

2.3 

465 

+ 

1P100171626 

LPCATl 

1  -aeylglyeerophosphoeholine  O-aeyltransferase  1 

Non-raft 

6 

84/534 

+ 

4.0 

2.5 

1.6 

6 

3 

2.0 

2 

2 

1.0 

466 

- 

1P100020557 

LRPl 

Low-density  lipoprotein  reeeptor-related  protein  1  preeursor 

Non-raft 

4 

54/4544 

- 

0.5 

2.0 

0.3 

1 

4 

0.3 

0 

0 

0.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 
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Ratio 

2nd 
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2nd 
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2nd 

Ratio 

467 

+  +  + 

IPI00414231 

LRPIO 

Isoform  1  of  Eow-density  lipoprotein  receptor-related  protein  10 
precursor 

Non-raft 

2 

28/713 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

IPI00414231 

LRPIO 

Isoform  1  of  Eow-density  lipoprotein  receptor-related  protein  10 
precursor 

Raft 

2 

28/713 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

468 

+  + 

IPI00021027 

LRP12 

Eow-density  lipoprotein  receptor-related  protein  12  precursor 

Non-raft 

2 

18/859 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

469 

- 

IPI00783271 

LRPPRC 

Eeucine-rich  PPR  motif-containing  protein 

Non-raft 

21 

279/1394 

- 

8.0 

8.5 

0.9 

13 

12 

1.1 

3 

5 

0.6 

470 

+  +  +  +  + 

IPI00427739 

LRRCl 

Isoform  1  of  Eeucine-rich  repeat-containing  protein  1 

Non-raft 

12 

205/524 

+  +  +  +  + 

13.5 

0.0 

45.0 

13 

0 

43.3 

14 

0 

46.7 

IPI00427739 

LRRCl 

Isoform  1  of  Eeucine-rich  repeat-containing  protein  1 

Raft 

3 

47/524 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

471 

+  + 

IPI00170935 

LRRC47 

Eeucine-rich  repeat-containing  protein  47 

Raft 

2 

30/583 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

472 

+ 

IPI00396321 

LRRC59 

Eeucine-rich  repeat-containing  protein  59 

Non-raft 

4 

47/307 

+ 

1.5 

1.0 

1.5 

2 

2 

1.0 

1 

0 

3.3 

IPI00396321 

LRRC59 

Eeucine-rich  repeat-containing  protein  59 

Raft 

2 

22/307 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

473 

- 

IPI004 10324 

LSM12 

ESM12  homolog 

Raft 

2 

24/195 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

474 

+  +  +  +  + 

IPI00409640 

LSR 

Isoform  1  of  Eipolysis-stimulated  lipoprotein  receptor 

Non-raft 

9 

111/649 

+  +  +  +  + 

14.5 

0.5 

29.0 

18 

1 

18.0 

11 

0 

36.7 

IPI00409640 

LSR 

Isoform  1  of  Eipolysis-stimulated  lipoprotein  receptor 

Raft 

12 

187/649 

+  +  +  +  + 

13.0 

0.0 

43.3 

17 

0 

56.7 

9 

0 

30.0 

475 

- 

IPI002 19077 

LTA4H 

ETA4H  protein 

Non-raft 

2 

23/611 

- 

0.0 

1.0 

0.0 

0 

2 

0.0 

0 

0 

0.0 

476 

+  +  +  +  + 

IPI00298625 

LYN 

v-yes-1  Yamaguchi  sarcoma  viral  related  oncogene  homolog 

Non-raft 

25 

300/512 

+  +  +  +  + 

20.5 

1.0 

20.5 

27 

1 

27.0 

14 

1 

14.0 

IPI00298625 

LYN 

v-yes-1  Yamaguchi  sarcoma  viral  related  oncogene  homolog 

Raft 

11 

127/512 

+  +  +  +  + 

9.5 

0.5 

19.0 

8 

1 

8.0 

10 

0 

33.3 

All 

+  +  + 

IPI00007321 

LYPLAl 

Isoform  1  of  Acyl-protein  thioesterase  1 

Non-raft 

2 

27/263 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

478 

+  +  +  +  + 

IPI00025049 

M6PR 

Cation-dependent  mannose-6-phosphate  receptor  precursor 

Non-raft 

7 

87/277 

+  +  +  +  + 

7.0 

1.5 

4.7 

9 

3 

3.0 

5 

0 

16.7 

1PI00025049 

M6PR 

Cation-dependent  mannose-6-phosphate  receptor  precursor 

Raft 

2 

32/277 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

479 

+ 

IPI00396171 

MAP4 

Isoform  1  ofMicrotubule-associated  protein  4 

Non-raft 

3 

33/1152 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

480 

+ 

IPI00008240 

MARS 

Methionyl-tRNA  synthetase,  cytoplasmic 

Non-raft 

7 

73/900 

+ 

4.0 

2.0 

2.0 

5 

4 

1.3 

3 

0 

10.0 

481 

+ 

IPIOOO 17297 

MATR3 

Matrin-3 

Raft 

5 

89/847 

+ 

2.5 

1.0 

2.5 

5 

2 

2.5 

0 

0 

0.0 

482 

+  +  +  +  + 

IPIOOO 16334 

MCAM 

Isoform  1  of  Cell  surface  glycoprotein  MUC18  precursor 

Non-raft 

8 

123/646 

+  +  +  +  + 

7.0 

0.0 

23.3 

5 

0 

16.7 

8 

0 

26.7 

483 

- 

1PI00784044 

MCCC2 

Isoform  1  of  Methylcrotonoyl-CoA  carboxylase  beta  chain, 
mitochondrial  precursor 

Non-raft 

2 

22/563 

- 

0.5 

0.5 

1.0 

1 

0 

3.3 

0 

1 

0.0 

484 

- 

IPIOOl 84330 

MCM2 

DNA  replication  licensing  factor  MCM2 

Non-raft 

4 

42/904 

- 

1.0 

1.0 

1.0 

2 

2 

1.0 

0 

0 

0.0 

IPIOOl 84330 

MCM2 

DNA  replication  licensing  factor  MCM2 

Raft 

3 

34/904 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

485 

+ 

IPI00299904 

MCM7 

Isoform  1  of  DNA  replication  licensing  factor  MCM7 

Non-raft 

3 

34/719 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

486 

- 

IPI00291005 

MDHl 

Malate  dehydrogenase,  cytoplasmic 

Non-raft 

2 

26/334 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

487 

- 

IPI00291006 

MDH2 

Malate  dehydrogenase,  mitochondrial  precursor 

Non-raft 

13 

166/338 

- 

8.5 

9.5 

0.9 

13 

8 

1.6 

4 

11 

0.4 

488 

- 

IPI004 18234 

MECP2 

Methyl-CpG-binding  protein  2 

Non-raft 

2 

22/486 

- 

0.5 

1.5 

0.3 

1 

3 

0.3 

0 

0 

0.0 

489 

+ 

IPI00301139 

MED  17 

CRSP  complex  subunit  6 

Raft 

4 

47/651 

+ 

2.0 

1.0 

2.0 

4 

2 

2.0 

0 

0 

0.0 

490 

+ 

IPI00022239 

MET  API 

Methionine  aminopeptidase  1 

Non-raft 

2 

22/386 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

IPI00022239 

MET  API 

Methionine  aminopeptidase  1 

Raft 

3 

44/386 

+  + 

2.0 

0.5 

4.0 

3 

1 

3.0 

1 

0 

3.3 

491 

+  +  + 

1PI00090807 

METTE7B 

Methyltransferase-like  protein  7B  precursor 

Non-raft 

3 

42/277 

+  +  + 

2.0 

0.0 

6.7 

3 

0 

10.0 

1 

0 

3.3 

492 

+  + 

IPI00002236 

MFGE8 

Eactadherin  precursor 

Raft 

2 

31/387 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

493 

+  +  +  + 

IPI00395906 

MGC59937 

Similar  to  RIKEN  cDNA  2310002J15  gene 

Non-raft 

2 

40/144 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

IPI00395906 

MGC59937 

Similar  to  RIKEN  cDNA  2310002J15  gene 

Raft 

3 

59/144 

+  +  +  + 

3.5 

0.0 

11.7 

6 

0 

20.0 

1 

0 

3.3 

494 

+ 

IPI00004233 

MKI67 

Isoform  Eong  of  Antigen  KI-67 

Raft 

6 

70/3256 

+ 

2.5 

1.5 

1.7 

5 

3 

1.7 

0 

0 

0.0 

495 

+  +  +  +  + 

IPI002 18398 

MMP14 

Matrix  metalloproteinase- 14  precursor 

Non-raft 

10 

88/582 

+  +  +  +  + 

5.5 

0.0 

18.3 

7 

0 

23.3 

4 

0 

13.3 

496 

+  +  + 

IPI00215610 

MPPl 

55  kDa  erythrocyte  membrane  protein 

Non-raft 

3 

45/466 

+  +  + 

2.0 

0.0 

6.7 

1 

0 

3.3 

3 

0 

10.0 

497 

+  +  +  +  + 

IPIOOl 74976 

MPP5 

Isoform  1  of  MAGUK  p55  subfamily  member  5 

Non-raft 

2 

30/675 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

IPIOOl 74976 

MPP5 

Isoform  1  of  MAGUK  p55  subfamily  member  5 

Raft 

4 

63/675 

+  +  +  +  + 

3.0 

0.0 

10.0 

3 

0 

10.0 

3 

0 

10.0 

498 

+  +  +  +  + 

'  IPI00303280 

MPP6 

MAGUK  p55  subfamily  member  6 

Non-raft 

11 

164/540 

+  +  +  +  + 

9.5 

0.0 

31.7 

11 

0 

36.7 

8 

0 

26.7 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 
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1st  Biol.  Replicate 

2nd  Biol.  Replicate 
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499 

+  +  +  +  + 

1P100017515 

MREG 

DSU  protein 

Non-raft 

4 

47/214 

+  +  +  +  + 

3.0 

0.0 

10.0 

3 

0 

10.0 

3 

0 

10.0 

500 

+  +  + 

1P1002 19365 

MSN 

Moesin 

Non-raft 

15 

173/577 

+  +  + 

8.0 

1.5 

5.3 

14 

3 

4.7 

2 

0 

6.7 

501 

+  +  +  +  + 

1P100328715 

MTDH 

Protein  FYRIC 

Non-raft 

6 

74/582 

+  +  +  +  + 

6.5 

0.0 

21.7 

7 

0 

23.3 

6 

0 

20.0 

1P100328715 

MTDH 

Protein  FYRIC 

Raft 

4 

47/582 

+  +  +  +  + 

7.0 

0.0 

23.3 

7 

0 

23.3 

7 

0 

23.3 

502 

- 

1P1002 18342 

MTHFDl 

C-l-tetrahydrofolate  synthase,  e54;oplasmie 

Non-raft 

12 

154/935 

- 

3.0 

6.0 

0.5 

5 

7 

0.7 

1 

5 

0.2 

503 

+  +  +  +  + 

1P100385172 

MUCl 

Muein  1 ,  transmembrane 

Non-raft 

5 

67/241 

+  +  +  +  + 

3.5 

0.0 

11.7 

3 

0 

10.0 

5 

0 

16.7 

1P100385172 

MUCl 

Muein  1 ,  transmembrane 

Raft 

6 

76/241 

+  +  +  +  + 

6.0 

0.0 

20.0 

8 

0 

26.7 

4 

0 

13.3 

504 

+  +  + 

IPlOO 102685 

MYADM 

Myeloid-assoeiated  differentiation  marker 

Raft 

2 

33/322 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

505 

- 

IPIOOO 19502 

MYH9 

Myosin-9 

Non-raft 

17 

240/1960 

- 

6.0 

8.0 

0.8 

11 

14 

0.8 

1 

2 

0.5 

IPIOOO 19502 

MYH9 

Myosin-9 

Raft 

2 

24/1960 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

506 

- 

IPIOOO 104 18 

MYOIC 

Myosin  le 

Raft 

4 

56/1028 

- 

1.0 

1.0 

1.0 

2 

2 

1.0 

0 

0 

0.0 

507 

+  + 

1P100023748 

NACA 

Naseent  polypeptide-assoeiated  eomplex  subunit  alpha 

Raft 

3 

47/215 

+  + 

2.0 

0.5 

4.0 

3 

1 

3.0 

1 

0 

3.3 

508 

- 

1P100023860 

NAPILI 

Nueleosome  assembly  protein  1-bke  1 

Non-raft 

2 

28/391 

- 

0.5 

0.5 

1.0 

1 

0 

3.3 

0 

1 

0.0 

509 

+  + 

1P100306960 

NARS 

Asparaginyl-tRNA  synthetase,  eytoplasmie 

Non-raft 

2 

22/548 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

510 

+  + 

IPI00444262 

NCL 

CDNA  FFJ45706  fis,  elone  FFBRA2028457,  highly  similar  to 
Nueleolin 

Non-raft 

2 

19/603 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

511 

+  + 

1P100470649 

NCLN 

Isoform  1  of  Niealin  preeursor 

Non-raft 

6 

73/563 

+  + 

3.5 

1.0 

3.5 

6 

2 

3.0 

1 

0 

3.3 

512 

+  +  +  +  + 

1P100021983 

NCSTN 

Isoform  1  of  Nieastrin  preeursor 

Non-raft 

5 

83/709 

+  +  +  +  + 

4.0 

1.0 

4.0 

3 

0 

10.0 

5 

2 

2.5 

1P100021983 

NCSTN 

Isoform  1  of  Nieastrin  preeursor 

Raft 

2 

20/709 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

513 

+  +  + 

IPIOOO 1223 5 

NDFIPI 

Isoform  1  of  NFDD4  family-interaeting  protein  1 

Non-raft 

2 

28/221 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

IPIOOO 1223 5 

NDFIPI 

Isoform  1  of  NFDD4  family-interaeting  protein  1 

Raft 

3 

28/221 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

514 

- 

1P100604664 

NDUFSl 

NADH-ubiquinone  oxidoreduetase  75  kDa  subunit,  mitoehondrial 
preeursor 

Non-raft 

6 

86/741 

- 

2.5 

2.5 

1.0 

5 

3 

1.7 

0 

2 

0.0 

515 

- 

IPIOOO 10346 

NFN 

Neurolysin,  mitoehondrial  preeursor 

Non-raft 

2 

21/704 

- 

1.0 

1.0 

1.0 

1 

1 

1.0 

1 

1 

1.0 

516 

+  +  + 

1P100012048 

NMFl 

Nueleoside  diphosphate  kinase  A 

Non-raft 

2 

21/152 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

517 

- 

1P1002 18830 

NMTl 

Isoform  Short  of  Glyeylpeptide  N-tetradeeanoyltransferase  1 

Non-raft 

3 

41/416 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

518 

- 

1P100329352 

NOMOl 

Nodal  modulator  1  preeursor 

Non-raft 

4 

49/1222 

- 

1.0 

1.5 

0.7 

2 

3 

0.7 

0 

0 

0.0 

519 

+  +  + 

1P100304596 

NONO 

Non-POU  domain-eontaining  oetamer-binding  protein 

Non-raft 

3 

43/471 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

1P100304596 

NONO 

Non-POU  domain-eontaining  oetamer-binding  protein 

Raft 

8 

89/471 

+ 

4.5 

1.5 

3.0 

9 

3 

3.0 

0 

0 

0.0 

520 

+  + 

IPIOOO 17672 

NP 

CDNA  FFJ25678  fis,  elone  TST04067,  highly  similar  to  PURINF 
NUCFFOSIDF  PHOSPHORYFASF 

Non-raft 

2 

31/293 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

521 

+  +  +  +  + 

1P100005107 

NPCl 

Niemann-Piek  Cl  protein  preeursor 

Non-raft 

17 

260/1278 

+  +  +  +  + 

18.5 

5.5 

3.4 

21 

5 

4.2 

16 

6 

2.7 

522 

+  + 

1P100026216 

NPFPPS 

Puromyein- sensitive  aminopeptidase 

Non-raft 

2 

25/919 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

523 

+ 

1P100001676 

NPFOC4 

Isoform  2  of  Nuelear  protein  loealization  protein  4  homolog 

Non-raft 

7 

94/617 

+ 

4.0 

2.5 

1.6 

7 

3 

2.3 

1 

2 

0.5 

524 

+  + 

1P100220740 

NPMl 

Isoform  2  of  Nueleophosmin 

Non-raft 

2 

36/265 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

1P100220740 

NPMl 

Isoform  2  of  Nueleophosmin 

Raft 

7 

88/265 

+ 

10.0 

4.0 

2.5 

13 

8 

1.6 

7 

0 

23.3 

525 

+  +  +  + 

1P100012069 

NQOl 

NAD(P)H  dehydrogenase  [quinone]  1 

Non-raft 

5 

60/274 

+  +  +  + 

3.5 

0.5 

7.0 

5 

1 

5.0 

2 

0 

6.7 

526 

+  +  +  +  + 

1P100000005 

NRAS 

GTPase  NRas  preeursor 

Non-raft 

12 

123/189 

+  +  +  +  + 

14.5 

0.5 

29.0 

14 

0 

46.7 

15 

1 

15.0 

1P100000005 

NRAS 

GTPase  NRas  preeursor 

Raft 

2 

21/189 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

527 

+  +  +  +  + 

'  1P100299594 

NRPl 

Isoform  1  of  Neuropilin-1  preeursor 

Non-raft 

7 

114/923 

+  +  +  +  + 

6.0 

0.0 

20.0 

4 

0 

13.3 

8 

0 

26.7 

1P100299594 

NRPl 

Isoform  1  of  Neuropilin-1  preeursor 

Raft 

10 

188/923 

+  +  +  +  + 

6.5 

0.0 

21.7 

9 

0 

30.0 

4 

0 

13.3 

528 

+  +  +  +  + 

■  IPIOOO 17231 

NRSN2 

Protein  C20orf98 

Non-raft 

7 

94/204 

+  +  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

3 

0 

10.0 

529 

- 

1P100006451 

NSF 

Vesiele-fusing  ATPase 

Non-raft 

3 

35/744 

- 

1.0 

1.5 

0.7 

1 

3 

0.3 

1 

0 

3.3 

530 

+ 

1P100306369 

NSUN2 

NOFl/NOP2/Sun  domain  family  2  protein 

Non-raft 

6 

71/767 

+ 

3.0 

2.0 

1.5 

4 

3 

1.3 

2 

1 

2.0 

531 

+ 

1P100009456 

NT5F 

5'-nueleotidase  preeursor 

Non-raft 

4 

81/574 

+ 

2.0 

1.0 

2.0 

2 

2 

1.0 

2 

0 

6.7 

No. 
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Acc.Number 
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IPI00009456 

NT5E 

5 '-nucleotidase  preeursor 

Raft 

8 

121/574 

+ 

6.5 

2.5 

2.6 

8 

3 

2.7 

5 

2 

2.5 

532 

+ 

IPI00171664 

NUP43 

Nueleoporin  43kDa 

Raft 

2 

23/441 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

533 

- 

IPI00022334 

OAT 

Ornithine  aminotransferase,  mitoehondrial  preeursor 

Non-raft 

5 

82/439 

- 

2.0 

1.5 

1.3 

4 

3 

1.3 

0 

0 

0.0 

534 

+ 

1PI00098902 

OGDH 

oxoglutarate  (alpha-ketoglutarate)  dehydrogenase  (lipoamide)  isoform  1 
preeursor 

Non-raft 

3 

36/1023 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

535 

+  +  +  +  + 

IPI00022674 

OSMR 

oneostatin  M  reeeptor 

Non-raft 

9 

128/979 

+  +  +  +  + 

6.5 

0.5 

13.0 

6 

0 

20.0 

7 

1 

7.0 

IPI00022674 

OSMR 

oneostatin  M  reeeptor 

Raft 

4 

61/979 

+  +  + 

2.0 

0.0 

6.7 

3 

0 

10.0 

1 

0 

3.3 

536 

+ 

1PI00026516 

OXCTl 

Sueeinyl-CoA:3-ketoaeid-eoenzyme  A  transferase  1,  mitoehondrial 
preeursor 

Non-raft 

2 

32/520 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

537 

+ 

IPIOOO 10796 

P4HB 

Protein  disulfide-isomerase  preeursor 

Non-raft 

19 

241/508 

+ 

16.5 

8.0 

2.1 

22 

9 

2.4 

11 

7 

1.6 

538 

- 

IPI00299000 

PA2G4 

Proliferation-assoeiated  protein  2G4 

Raft 

9 

104/394 

- 

4.5 

3.5 

1.3 

8 

7 

1.1 

1 

0 

3.3 

539 

+  + 

1PI00008524 

PABPCl 

Isoform  1  of  Polyadenylate-binding  protein  1 

Non-raft 

5 

70/636 

+  +  + 

3.0 

0.5 

6.0 

2 

0 

6.7 

4 

1 

4.0 

IPI00008524 

PABPCl 

Isoform  1  of  Polyadenylate-binding  protein  1 

Raft 

17 

207/636 

- 

14.0 

12.0 

1.2 

19 

16 

1.2 

9 

8 

1.1 

540 

- 

IPI00012726 

PABPC4 

Isoform  1  of  Polyadenylate-binding  protein  4 

Raft 

14 

179/644 

- 

9.0 

8.0 

1.1 

11 

10 

1.1 

7 

6 

1.2 

541 

+  +  +  +  + 

IPI00329572 

PACSIN3 

49  kDa  protein 

Non-raft 

5 

67/424 

+  +  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

3 

0 

10.0 

IPI00329572 

PACSIN3 

49  kDa  protein 

Raft 

10 

122/424 

+  +  +  +  + 

9.5 

0.0 

31.7 

11 

0 

36.7 

8 

0 

26.7 

542 

+  +  + 

1PI00020464 

PAGl 

Phosphoprotein  assoeiated  with  glyeosphingolipid-enriehed 
mierodomains  1 

Raft 

3 

60/432 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

543 

- 

1PI002 17223 

PAICS 

Multifunetional  protein  ADE2 

Non-raft 

4 

49/451 

- 

2.0 

2.0 

1.0 

3 

3 

1.0 

0 

2 

0.0 

544 

+  +  +  + 

1PI00301023 

PALM 

Isoform  1  of  Paralemmin 

Non-raft 

4 

43/387 

+  +  +  + 

3.0 

0.0 

10.0 

4 

0 

13.3 

2 

0 

6.7 

IPI00301023 

PALM 

Isoform  1  of  Paralemmin 

Raft 

3 

33/387 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

545 

+  +  + 

IPI00073769 

PALM2 

A  kinase 

Non-raft 

3 

34/433 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

IPI00073769 

PALM2 

A  kinase 

Raft 

4 

49/433 

+  +  + 

2.0 

0.0 

6.7 

4 

0 

13.3 

0 

0 

0.0 

546 

+ 

1PI00449049 

PARPl 

Poly  [ADP-ribose]  polymerase  1 

Raft 

4 

56/1014 

+ 

1.5 

1.0 

1.5 

3 

2 

1.5 

0 

0 

0.0 

547 

+  + 

IPIOOO 18873 

PBLFl 

Isoform  1  of  Nieotinamide  phosphoribosyltransferase 

Non-raft 

2 

35/491 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

548 

- 

IPIOOO 166 10 

PCBPl 

Poly(rC)-binding  protein  1 

Non-raft 

6 

88/356 

- 

1.5 

3.5 

0.4 

3 

6 

0.5 

0 

1 

0.0 

IPIOOO 166 10 

PCBPl 

Poly(rC)-binding  protein  1 

Raft 

10 

152/356 

+ 

6.5 

4.0 

1.6 

10 

7 

1.4 

3 

1 

3.0 

549 

- 

IPI00012066 

PCBP2 

poly(rC)-binding  protein  2  isoform  b 

Non-raft 

4 

55/362 

- 

1.5 

1.5 

1.0 

3 

3 

1.0 

0 

0 

0.0 

550 

+ 

IPI00021700 

PCNA 

Proliferating  eell  nuelear  antigen 

Non-raft 

2 

21/261 

+ 

1.0 

0.5 

2.0 

2 

0 

6.7 

0 

1 

0.0 

551 

+  +  +  + 

IPI00869136 

PCNXL3 

Isoform  1  of  Peeanex-like  protein  3 

Raft 

4 

47/2034 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

552 

+  +  + 

IPI00306301 

PDHAl 

Pyruvate  dehydrogenase  El  eomponent  alpha  subunit,  somatie  form, 
mitoehondrial  preeursor 

Non-raft 

3 

28/428 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

553 

- 

IPI00025252 

PDIA3 

Protein  disulfide-isomerase  A3  preeursor 

Non-raft 

21 

197/505 

- 

15.0 

14.0 

1.1 

19 

20 

1.0 

11 

8 

1.4 

IPI00025252 

PDIA3 

Protein  disulfide-isomerase  A3  preeursor 

Raft 

6 

72/505 

+ 

2.5 

1.0 

2.5 

5 

2 

2.5 

0 

0 

0.0 

554 

+ 

IPI00009904 

PDIA4 

Protein  disulfide-isomerase  A4  preeursor 

Non-raft 

9 

109/645 

+ 

4.0 

2.5 

1.6 

7 

4 

1.8 

1 

1 

1.0 

555 

- 

IPI00299571 

PDIA6 

CDNA  FLJ45525  fis,  elone  BRTHA202631 1,  highly  similar  to  Protein 
disulfide  isomerase  A6 

Non-raft 

11 

153/492 

- 

10.0 

8.5 

1.2 

14 

11 

1.3 

6 

6 

1.0 

IPI00299571 

PDIA6 

CDNA  FLJ45525  fis,  elone  BRTHA202631 1,  highly  similar  to  Protein 
disulfide  isomerase  A6 

Raft 

4 

67/492 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

556 

+ 

IPI00023122 

PDLIM7 

Isoform  1  of  PDZ  and  LIM  domain  protein  7 

Non-raft 

2 

24/457 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

557 

+  +  + 

IPI00293189 

PLRP 

Isoform  1  of  p53  apoptosis  effeetor  related  to  PMP-22 

Raft 

2 

24/193 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

558 

- 

IPI00004534 

PFAS 

Phosphoribosylformylglyeinamidine  synthase 

Non-raft 

2 

29/1338 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

559 

- 

IPI00009790 

PFKP 

6-phosphofruetokinase  type  C 

Non-raft 

7 

82/784 

- 

2.0 

2.0 

1.0 

4 

4 

1.0 

0 

0 

0.0 

560 

- 

IPI002 16691 

PFNl 

Profilin-1 

Non-raft 

5 

65/140 

- 

3.0 

3.0 

1.0 

3 

5 

0.6 

3 

1 

3.0 

561 

+  +  + 

IPI00549725 

PGAMl 

Phosphoglyeerate  mutase  1 

Non-raft 

4 

48/254 

+  +  + 

2.5 

0.5 

5.0 

4 

1 

4.0 

1 

0 

3.3 
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562 

- 

1P1002 19525 

PGD 

6-phosphogluconate  dehydrogenase,  deearboxylating 

Non-raft 

3 

42/483 

- 

0.5 

1.0 

0.5 

1 

1 

1.0 

0 

1 

0.0 

563 

- 

1P100169383 

PGKl 

Phosphoglyeerate  kinase  1 

Non-raft 

4 

56/417 

- 

3.0 

2.5 

1.2 

6 

5 

1.2 

0 

0 

0.0 

564 

+  +  + 

IPIOOO 17334 

PHB 

Prohibitin 

Non-raft 

4 

46/272 

+  +  + 

2.5 

0.5 

5.0 

4 

1 

4.0 

1 

0 

3.3 

565 

- 

1P100011200 

PHGDH 

D-3 -phosphoglyeerate  dehydrogenase 

Non-raft 

7 

94/533 

- 

2.5 

2.0 

1.3 

5 

2 

2.5 

0 

2 

0.0 

566 

+  +  +  +  + 

1P100020124 

P14K2A 

Phosphatidylinositol  4-kinase  type  11 

Non-raft 

25 

333/479 

+  +  +  +  + 

23.0 

0.5 

46.0 

31 

0 

103.3 

15 

1 

15.0 

1P100020124 

P14K2A 

Phosphatidylinositol  4-kinase  type  11 

Raft 

4 

36/479 

+  +  + 

2.0 

0.0 

6.7 

3 

0 

10.0 

1 

0 

3.3 

567 

+  +  +  +  + 

■  1P100291068 

P14K2B 

Phosphatidylinositol  4-kinase  type-11  beta 

Non-raft 

5 

57/481 

+  +  +  +  + 

3.5 

0.0 

11.7 

4 

0 

13.3 

3 

0 

10.0 

568 

- 

1P100022543 

PIGK 

GPl-anehor  transamidase  preeursor 

Non-raft 

2 

23/395 

- 

0.0 

1.0 

0.0 

0 

2 

0.0 

0 

0 

0.0 

569 

+ 

1P100479186 

PKM2 

pyruvate  kinase  3  isoform  1 

Non-raft 

31 

371/605 

+ 

45.5 

25.5 

1.8 

56 

36 

1.6 

35 

15 

2.3 

570 

+  + 

1P100021076 

PKP4 

Isoform  Long  of  Plakophilin-4 

Non-raft 

2 

20/1211 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

571 

- 

IPIOOO 10400 

PLCB3 

l-phosphatidylinositol-4,5-bisphosphate  phosphodiesterase  beta  3 

Raft 

2 

12/1234 

- 

0.0 

1.0 

0.0 

0 

2 

0.0 

0 

0 

0.0 

572 

+  +  + 

IPlOO 152701 

PLCD3 

phospholipase  C  delta  3 

Non-raft 

3 

52/789 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

573 

+  + 

1P100012865 

PLDl 

Isoform  PLDl  A  of  Phospholipase  D1 

Raft 

2 

29/1074 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

574 

- 

1P100337495 

PLOD2 

Isoform  2  of  Proeollagen-lysine,2-oxoglutarate  5-dioxygenase  2 
preeursor 

Non-raft 

9 

135/758 

- 

3.0 

3.5 

0.9 

3 

5 

0.6 

2 

2 

1.0 

575 

- 

1P100030255 

PLOD3 

Proeollagen-lysine,2-oxoglutarate  5 -dioxygenase  3  preeursor 

Non-raft 

2 

23/738 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

1P100030255 

PLOD3 

Proeollagen-lysine,2-oxoglutarate  5 -dioxygenase  3  preeursor 

Raft 

3 

42/738 

+ 

1.5 

1.0 

1.5 

3 

2 

1.5 

0 

0 

0.0 

576 

+  +  + 

1P100030362 

PLP2 

Proteolipid  protein  2 

Non-raft 

2 

28/152 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

577 

- 

1P1002 16694 

PLS3 

plastin  3 

Non-raft 

7 

82/630 

- 

3.5 

3.5 

1.0 

6 

3 

2.0 

1 

3 

0.3 

578 

+  +  +  +  + 

1P100005181 

PLSCRl 

Phospholipid  seramblase  1 

Non-raft 

6 

70/318 

+  +  +  +  + 

10.0 

0.5 

20.0 

12 

0 

40.0 

8 

1 

8.0 

1P100005181 

PLSCRl 

Phospholipid  seramblase  1 

Raft 

4 

60/318 

+  +  +  + 

3.5 

0.0 

11.7 

5 

0 

16.7 

2 

0 

6.7 

579 

+  +  +  +  + 

■  1P100216127 

PLSCR3 

Phospholipid  seramblase  3 

Non-raft 

4 

54/295 

+  +  +  +  + 

5.5 

0.0 

18.3 

7 

0 

23.3 

4 

0 

13.3 

580 

+ 

1P100398435 

PLXNB2 

PLEXIN-B2 

Non-raft 

16 

243/1266 

+ 

7.0 

3.0 

2.3 

10 

6 

1.7 

4 

0 

13.3 

581 

+  + 

1P100165506 

POLD1P2 

Polymerase  delta-interaeting  protein  2 

Non-raft 

2 

28/368 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

582 

- 

1P100031960 

POLRIA 

polymerase  (RNA)  1  polypeptide  A,  194kDa 

Raft 

2 

34/1720 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

583 

+ 

1P100470467 

POR 

NADPH— eytoehrome  P450  reduetase 

Non-raft 

6 

95/677 

+ 

3.0 

1.5 

2.0 

3 

1 

3.0 

3 

2 

1.5 

584 

+ 

IPIOOO 150 18 

PPAl 

Inorganie  pyrophosphatase 

Non-raft 

2 

38/289 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

585 

+  +  +  +  + 

1P1004 19585 

PPIA 

Peptidyl-prolyl  eis-trans  isomerase  A 

Non-raft 

9 

135/165 

+  +  +  +  + 

8.5 

2.0 

4.3 

9 

3 

3.0 

8 

1 

8.0 

1P1004 19585 

PPIA 

Peptidyl-prolyl  eis-trans  isomerase  A 

Raft 

8 

122/165 

+ 

4.5 

1.5 

3.0 

7 

3 

2.3 

2 

0 

6.7 

586 

- 

1P100646304 

PPIB 

peptidylprolyl  isomerase  B  preeursor 

Non-raft 

3 

35/216 

- 

1.5 

1.5 

1.0 

1 

2 

0.5 

2 

1 

2.0 

1P100646304 

PPIB 

peptidylprolyl  isomerase  B  preeursor 

Raft 

2 

27/216 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

587 

+ 

1P100550451 

PPPICA 

Serine/threonine-protein  phosphatase  PPl -alpha  eatalytie  subunit 

Non-raft 

9 

115/330 

+ 

4.0 

2.5 

1.6 

5 

4 

1.3 

3 

1 

3.0 

1P100550451 

PPPICA 

Serine/threonine-protein  phosphatase  PPl -alpha  eatalytie  subunit 

Raft 

11 

130/330 

+ 

5.5 

2.5 

2.2 

7 

4 

1.8 

4 

1 

4.0 

588 

+ 

1P1002 18236 

PPPICB 

Serine/threonine-protein  phosphatase  PPl -beta  eatalytie  subunit 

Non-raft 

7 

99/327 

+ 

2.5 

1.5 

1.7 

5 

3 

1.7 

0 

0 

0.0 

1P1002 18236 

PPPICB 

Serine/threonine-protein  phosphatase  PPl -beta  eatalytie  subunit 

Raft 

7 

93/327 

+ 

2.5 

1.5 

1.7 

5 

3 

1.7 

0 

0 

0.0 

589 

+  + 

1P100005705 

PPPICC 

Isoform  Gamma- 1  of  Serine/threonine-protein  phosphatase  PPl -gamma 
eatalytie  subunit 

Non-raft 

7 

103/323 

+ 

3.0 

2.0 

1.5 

4 

3 

1.3 

2 

1 

2.0 

1P100005705 

PPPICC 

Isoform  Gamma- 1  of  Serine/threonine-protein  phosphatase  PPl -gamma 
eatalytie  subunit 

Raft 

8 

100/323 

+  + 

5.0 

1.5 

3.3 

5 

3 

1.7 

5 

0 

16.7 

590 

+  + 

1P100063273 

PPP1R16A 

Protein  phosphatase  1  regulatory  subunit  1 6 A 

Non-raft 

2 

27/528 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

591 

- 

1P100008380 

PPP2CA 

Serine/threonine-protein  phosphatase  2A  eatalytie  subunit  alpha 
isoform 

Non-raft 

2 

19/309 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

1P100008380 

PPP2CA 

Serine/threonine-protein  phosphatase  2A  eatalytie  subunit  alpha 
isoform 

Raft 

3 

51/309 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

592 

+ 

1P1004 19307 

PPP2R1A 

alpha  isoform  of  regulatory  subunit  A,  protein  phosphatase  2 

Non-raft 

5 

63/589 

+ 

2.0 

1.0 

2.0 

2 

1 

2.0 

2 

1 

2.0 

No. 

Prob.  Both 

Acc.Number 
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593 

+  + 

1P100026994 

PRAF2 

PRAl  family  protein  2 

Non-raft 

2 

29/178 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

594 

+ 

1P100000874 

PRDXl 

Peroxiredoxin-1 

Non-raft 

7 

66/199 

+ 

3.0 

1.5 

2.0 

3 

1 

3.0 

3 

2 

1.5 

1P100000874 

PRDXl 

Peroxiredoxin-1 

Raft 

8 

98/199 

+  + 

6.5 

2.0 

3.3 

8 

4 

2.0 

5 

0 

16.7 

595 

+ 

1P100027350 

PRDX2 

Peroxiredoxin-2 

Non-raft 

3 

36/198 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

1P100027350 

PRDX2 

Peroxiredoxin-2 

Raft 

2 

24/198 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

596 

- 

1P100024919 

PRDX3 

Thioredoxin-dependent  peroxide  reduetase,  mitoehondrial  preeursor 

Non-raft 

3 

37/256 

- 

2.5 

2.5 

1.0 

2 

3 

0.7 

3 

2 

1.5 

1P100024919 

PRDX3 

Thioredoxin-dependent  peroxide  reduetase,  mitoehondrial  preeursor 

Raft 

3 

25/256 

+ 

1.5 

1.0 

1.5 

2 

2 

1.0 

1 

0 

3.3 

597 

+ 

IPIOOO 11937 

PRDX4 

Peroxiredoxin-4 

Non-raft 

2 

23/271 

+ 

1.5 

1.0 

1.5 

3 

2 

1.5 

0 

0 

0.0 

598 

+ 

1P1003 85449 

PRKCA 

Protein  kinase  C  alpha  type 

Non-raft 

3 

35/672 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

599 

- 

1P100026154 

PRKCSH 

Glueosidase  2  subunit  beta  preeursor 

Non-raft 

9 

88/535 

- 

4.5 

7.0 

0.6 

6 

10 

0.6 

3 

4 

0.8 

600 

- 

1P100296337 

PRKDC 

Isoform  1  of  DNA-dependent  protein  kinase  eatalytie  subunit 

Non-raft 

8 

108/4128 

- 

0.5 

4.0 

0.1 

1 

8 

0.1 

0 

0 

0.0 

601 

+  +  +  + 

1P100009276 

PROCR 

Endothelial  protein  C  reeeptor  preeursor 

Non-raft 

6 

71/275 

+  +  +  + 

4.5 

0.0 

15.0 

8 

0 

26.7 

1 

0 

3.3 

1P100009276 

PROCR 

Endothelial  protein  C  reeeptor  preeursor 

Raft 

2 

30/275 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

602 

- 

1P100294004 

PROSl 

Vitamin  K-dependent  protein  S  preeursor 

Non-raft 

2 

19/676 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

603 

+  + 

1P100004968 

PRPF19 

Pre-mRNA-proeessing  faetor  19 

Non-raft 

4 

57/504 

+  + 

2.0 

0.5 

4.0 

3 

1 

3.0 

1 

0 

3.3 

1P100004968 

PRPF19 

Pre-mRNA-proeessing  faetor  19 

Raft 

9 

174/504 

+ 

4.5 

1.5 

3.0 

6 

2 

3.0 

3 

1 

3.0 

604 

- 

IPlOO 150269 

PRPF4 

Isoform  1  of  U4/U6  small  nuelear  ribonueleoprotein  Prp4 

Non-raft 

2 

23/522 

+ 

1.0 

0.5 

2.0 

1 

0 

3.3 

1 

1 

1.0 

IPlOO 150269 

PRPF4 

Isoform  1  of  U4/U6  small  nuelear  ribonueleoprotein  Prp4 

Raft 

3 

39/522 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

605 

+  +  +  +  + 

■  1P100028077 

PSENl 

Isoform  1  of  Presenilin-1 

Non-raft 

5 

63/467 

+  +  +  +  + 

6.0 

0.0 

20.0 

8 

0 

26.7 

4 

0 

13.3 

1P100028077 

PSENl 

Isoform  1  of  Presenilin-1 

Raft 

2 

35/467 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

606 

- 

1P100171199 

PSMA3 

proteasome  alpha  3  subunit  isoform  2 

Non-raft 

2 

21/248 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

607 

+ 

1P100029623 

PSMA6 

Proteasome  subunit  alpha  type  6 

Non-raft 

2 

24/246 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

1 

0 

3.3 

608 

- 

1P100375704 

PSMB5 

Hypothetieal  protein  DKFZp68610180  (Fragment) 

Non-raft 

3 

35/263 

- 

1.0 

1.0 

1.0 

1 

2 

0.5 

1 

0 

3.3 

609 

- 

1P100012268 

PSMD2 

26S  proteasome  non-ATPase  regulatory  subunit  2 

Non-raft 

2 

29/908 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

610 

+  + 

1P100030770 

PSMGl 

Isoform  1  of  Down  syndrome  eritieal  region  protein  2 

Non-raft 

2 

14/288 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

611 

+  +  + 

1P100103525 

PSPCl 

paraspeekle  protein  1  isoform  alpha 

Raft 

3 

47/523 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

612 

+  +  +  +  + 

IPlOO 179964 

PTBPl 

Isoform  1  of  Polypyrimidine  traet-binding  protein  1 

Non-raft 

7 

99/531 

+  +  +  +  + 

4.5 

0.5 

9.0 

5 

0 

16.7 

4 

1 

4.0 

IPlOO 179964 

PTBPl 

Isoform  1  of  Polypyrimidine  traet-binding  protein  1 

Raft 

11 

197/531 

+ 

6.0 

4.0 

1.5 

7 

6 

1.2 

5 

1 

5.0 

613 

+  +  +  +  + 

■  1P100022048 

PTGFRN 

Prostaglandin  F2  reeeptor  negative  regulator  preeursor 

Non-raft 

15 

201/879 

+  +  +  +  + 

10.0 

0.0 

33.3 

14 

0 

46.7 

6 

0 

20.0 

1P100022048 

PTGFRN 

Prostaglandin  F2  reeeptor  negative  regulator  preeursor 

Raft 

3 

31/879 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

614 

+  +  +  +  + 

■  1P100168812 

PTK7 

PTK7  protein  tyrosine  kinase  7  isoform  d  preeursor 

Non-raft 

8 

124/1014 

+  +  +  +  + 

5.5 

0.0 

18.3 

8 

0 

26.7 

3 

0 

10.0 

615 

+ 

1P100008998 

PTPEADl 

HSPC121 

Non-raft 

4 

51/362 

+ 

2.0 

1.0 

2.0 

3 

2 

1.5 

1 

0 

3.3 

616 

- 

1P100297261 

PTPNl 

Tyrosine-protein  phosphatase  non-reeeptor  type  1 

Non-raft 

3 

35/435 

- 

3.5 

3.5 

1.0 

4 

5 

0.8 

3 

2 

1.5 

617 

+  + 

1P100298347 

PTPNl  1 

Isoform  2  of  Tyrosine-protein  phosphatase  non-reeeptor  type  1 1 

Non-raft 

2 

23/593 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

618 

+  +  +  + 

IPlOO 107831 

PTPRF 

Reeeptor-type  tyrosine-protein  phosphatase  F  preeursor 

Non-raft 

7 

104/1897 

+  +  +  + 

3.5 

0.5 

7.0 

7 

1 

7.0 

0 

0 

0.0 

619 

+  +  + 

IPIOOO 11 651 

PTPRG 

Reeeptor-type  tyrosine-protein  phosphatase  gamma  preeursor 

Non-raft 

3 

50/1445 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

620 

+  +  +  +  + 

1P100032903 

PTRH2 

Peptidyl-tRNA  hydrolase  2,  mitoehondrial  preeursor 

Non-raft 

7 

100/179 

+  +  +  +  + 

5.0 

0.0 

16.7 

5 

0 

16.7 

5 

0 

16.7 

621 

+  +  +  + 

1P100023974 

PTTGllP 

Pituitary  tumor-transforming  gene  1  protein-interaeting  protein 
preeursor 

Non-raft 

3 

41/180 

+  +  +  + 

3.5 

0.0 

11.7 

5 

0 

16.7 

2 

0 

6.7 

1P100023974 

PTTGllP 

Pituitary  tumor-transforming  gene  1  protein-interaeting  protein 
preeursor 

Raft 

2 

30/180 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

622 

+ 

1P100023591 

PURA 

Transeriptional  aetivator  protein  Pur-alpha 

Raft 

2 

35/322 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

623 

+  +  +  +  + 

1P1002 19425 

PVR 

Isoform  Beta  of  Poliovirus  reeeptor  preeursor 

Non-raft 

9 

86/372 

+  +  +  +  + 

19.0 

1.5 

12.7 

17 

3 

5.7 

21 

0 

70.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 
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1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 
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1st 
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2nd 
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1P1002 19425 

PVR 

Isoform  Beta  of  Poliovirus  receptor  precursor 

Raft 

2 

25/372 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

624 

+  +  +  +  + 

■  1P100022661 

PVRL2 

Isoform  Delta  of  Poliovirus  receptor-related  protein  2  precursor 

Non-raft 

7 

92/538 

+  +  +  +  + 

5.0 

0.0 

16.7 

7 

0 

23.3 

3 

0 

10.0 

625 

+ 

1P100026665 

QARS 

Glutaminyl-tRNA  synthetase 

Non-raft 

2 

20/793 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

1P100026665 

QARS 

Glutaminyl-tRNA  synthetase 

Raft 

3 

29/793 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

626 

+  +  +  +  + 

■  1P100016513 

RABIO 

Ras-related  protein  Rah- 10 

Non-raft 

6 

48/200 

+  +  +  +  + 

10.0 

3.0 

3.3 

9 

3 

3.0 

11 

3 

3.7 

627 

+ 

IPIOOO 16373 

RAB13 

Ras-related  protein  Rah- 13 

Non-raft 

8 

90/203 

+ 

7.5 

3.0 

2.5 

11 

5 

2.2 

4 

1 

4.0 

628 

+  +  +  +  + 

1P100291928 

RAB14 

Ras-related  protein  Rah- 14 

Non-raft 

8 

97/215 

+  +  +  +  + 

7.5 

1.5 

5.0 

9 

2 

4.5 

6 

1 

6.0 

629 

+  +  +  +  + 

1P100005719 

RABIA 

RABIA,  member  RAS  oncogene  family 

Non-raft 

11 

111/205 

+  +  +  +  + 

11.0 

1.5 

7.3 

13 

1 

13.0 

9 

2 

4.5 

630 

+  +  +  +  + 

1P100008964 

RABIB 

Ras-related  protein  Rah- IB 

Non-raft 

10 

121/201 

+  +  +  +  + 

11.5 

3.0 

3.8 

12 

3 

4.0 

11 

3 

3.7 

631 

+ 

1P100007755 

RAB21 

Ras-related  protein  Rab-21 

Non-raft 

7 

88/225 

+ 

4.0 

1.5 

2.7 

7 

3 

2.3 

1 

0 

3.3 

632 

+ 

1P100031169 

RAB2A 

Ras-related  protein  Rab-2A 

Non-raft 

5 

57/212 

+ 

3.5 

2.0 

1.8 

4 

2 

2.0 

3 

2 

1.5 

633 

+ 

IPlOO 102896 

RAB2B 

Ras-related  protein  Rab-2B 

Non-raft 

3 

41/216 

+ 

1.5 

0.5 

3.0 

0 

0 

0.0 

3 

1 

3.0 

634 

+ 

1P100328180 

RAB34 

Isoform  1  of  Ras-related  protein  Rab-34 

Non-raft 

2 

25/259 

+ 

1.5 

1.0 

1.5 

3 

2 

1.5 

0 

0 

0.0 

635 

+  +  +  +  + 

1P100300096 

RAB35 

Ras-related  protein  Rab-35 

Non-raft 

6 

67/201 

+  +  +  +  + 

6.0 

1.0 

6.0 

8 

1 

8.0 

4 

1 

4.0 

636 

+  +  + 

1P100023504 

RAB3A 

Ras-related  protein  Rab-3  A 

Non-raft 

3 

19/220 

+  +  + 

2.5 

0.5 

5.0 

2 

0 

6.7 

3 

1 

3.0 

637 

+  +  + 

1P100300562 

RAB3B 

Ras-related  protein  Rab-3B 

Non-raft 

4 

62/219 

+  +  + 

2.5 

0.5 

5.0 

5 

1 

5.0 

0 

0 

0.0 

638 

+  +  + 

1P100032808 

RAB3D 

Ras-related  protein  Rab-3D 

Non-raft 

5 

51/219 

+  +  + 

3.0 

0.5 

6.0 

6 

1 

6.0 

0 

0 

0.0 

639 

+ 

1P100448725 

RAB4B 

RAB4B  protein 

Non-raft 

2 

24/121 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

640 

+  +  +  +  + 

1P100016339 

RAB5C 

Ras-related  protein  Rab-5C 

Non-raft 

3 

40/216 

+  +  +  +  + 

3.5 

0.0 

11.7 

4 

0 

13.3 

3 

0 

10.0 

641 

+ 

1P100023526 

RAB6A 

RAB6A,  member  RAS  oncogene  family  isoform  b 

Non-raft 

2 

23/208 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

642 

+  + 

IPIOOO 16891 

RAB6B 

Ras-related  protein  Rab-6B 

Non-raft 

2 

22/208 

+  + 

2.0 

0.5 

4.0 

0 

0 

0.0 

4 

1 

4.0 

643 

+ 

IPIOOO 16342 

RAB7A 

Ras-related  protein  Rab-7 

Non-raft 

5 

78/207 

+ 

3.5 

1.5 

2.3 

4 

2 

2.0 

3 

1 

3.0 

644 

+  +  +  +  + 

1P100028481 

RAB8A 

Ras-related  protein  Rab-8A 

Non-raft 

7 

73/207 

+  +  +  +  + 

8.0 

2.0 

4.0 

9 

2 

4.5 

7 

2 

3.5 

645 

+  + 

IPIOOO 10271 

RACl 

Isoform  A  of  Ras-related  C3  botulinum  toxin  substrate  1  precursor 

Non-raft 

4 

46/192 

+  +  +  + 

4.0 

0.5 

8.0 

2 

1 

2.0 

6 

0 

20.0 

IPIOOO 10271 

RACl 

Isoform  A  of  Ras-related  C3  botulinum  toxin  substrate  1  precursor 

Raft 

5 

29/192 

- 

3.0 

2.5 

1.2 

6 

5 

1.2 

0 

0 

0.0 

646 

- 

1P100019733 

RAEl 

mRNA-associated  protein  mmp  41 

Raft 

3 

42/368 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

647 

+  +  +  +  + 

1P100217519 

RALA 

Ras-related  protein  Ral-A 

Non-raft 

7 

91/206 

+  +  +  +  + 

6.0 

0.0 

20.0 

8 

0 

26.7 

4 

0 

13.3 

1P100217519 

RALA 

Ras-related  protein  Ral-A 

Raft 

3 

41/206 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

648 

+  +  +  +  + 

■  1P100004397 

RALB 

Ras-related  protein  Ral-B 

Non-raft 

6 

76/228 

+  +  +  +  + 

5.5 

0.0 

18.3 

8 

0 

26.7 

3 

0 

10.0 

1P100004397 

RALB 

Ras-related  protein  Ral-B 

Raft 

3 

28/228 

+  +  +  +  + 

3.0 

0.0 

10.0 

3 

0 

10.0 

3 

0 

10.0 

649 

+  +  +  + 

1P100643041 

RAN 

GTP-binding  nuclear  protein  Ran 

Non-raft 

4 

49/216 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

650 

- 

1P100329200 

RANBP5 

127  kDa  protein 

Non-raft 

5 

75/1115 

- 

1.5 

1.5 

1.0 

2 

3 

0.7 

1 

0 

3.3 

651 

+ 

IPIOOO 15 148 

RAPIB 

Ras-related  protein  Rap- lb  precursor 

Non-raft 

6 

62/184 

+ 

6.0 

2.0 

3.0 

7 

3 

2.3 

5 

1 

5.0 

652 

+  +  +  +  + 

IPIOOO 19346 

RAP2A 

Ras-related  protein  Rap-2a 

Non-raft 

8 

109/183 

+  +  +  +  + 

6.5 

0.0 

21.7 

4 

0 

13.3 

9 

0 

30.0 

653 

+  +  +  +  + 

IPIOOO 18364 

RAP2B 

Ras-related  protein  Rap-2b  precursor 

Non-raft 

11 

120/183 

+  +  +  +  + 

10.5 

0.0 

35.0 

9 

0 

30.0 

12 

0 

40.0 

IPIOOO 18364 

RAP2B 

Ras-related  protein  Rap-2b  precursor 

Raft 

3 

42/183 

+  +  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

3 

0 

10.0 

654 

+  +  +  +  + 

■  1P100009607 

RAP2C 

Ras-related  protein  Rap-2c  precursor 

Non-raft 

11 

127/183 

+  +  +  +  + 

12.5 

0.5 

25.0 

11 

1 

11.0 

14 

0 

46.7 

655 

- 

1P100004860 

RARS 

Isoform  Complexed  of  Arginyl-tRNA  synthetase,  cytoplasmic 

Non-raft 

6 

66/660 

- 

2.5 

3.0 

0.8 

2 

4 

0.5 

3 

2 

1.5 

656 

+  +  + 

1P100031755 

RCEl 

CAAX  prenyl  protease  2 

Non-raft 

2 

27/329 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

657 

+ 

1P100339384 

RDHll 

Isoform  1  of  Retinol  dehydrogenase  11 

Non-raft 

3 

39/318 

+ 

1.5 

1.0 

1.5 

2 

0 

6.7 

1 

2 

0.5 

658 

+ 

IPlOO 177940 

RDH14 

Retinol  dehydrogenase  14 

Non-raft 

2 

31/336 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

659 

+ 

IPlOO 178431 

RECQE 

ATP-dependent  DNA  helicase  Q1 

Non-raft 

6 

81/649 

+ 

2.5 

1.5 

1.7 

5 

3 

1.7 

0 

0 

0.0 

660 

+  +  +  + 

1P100024670 

REEP5 

Receptor  expression-enhancing  protein  5 

Non-raft 

4 

43/189 

+  +  +  + 

3.0 

0.0 

10.0 

4 

0 

13.3 

2 

0 

6.7 

661 

+  +  +  + 

1P1002 16890 

REEEl 

Similar  to  expressed  sequence  AA536743 

Non-raft 

3 

57/271 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

1P1002 16890 

REEEl 

Similar  to  expressed  sequence  AA536743 

Raft 

4 

50/271 

+  +  +  + 

2.5 

0.0 

8.3 

5 

0 

16.7 

0 

0 

0.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

662 

- 

1P100017381 

RFC4 

Replication  factor  C  subunit  4 

Raft 

6 

82/363 

- 

2.5 

3.0 

0.8 

3 

4 

0.8 

2 

2 

1.0 

663 

+  +  +  + 

1P100103867 

RFFL 

Isoform  1  of  Rififylin 

Non-raft 

3 

58/363 

+  +  +  + 

2.5 

0.0 

8.3 

3 

0 

10.0 

2 

0 

6.7 

664 

+  + 

1P100005250 

RGS17 

Regulator  of  G-protein  signaling  17 

Raft 

2 

16/210 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

665 

+  + 

1P100028108 

RGS19 

Regulator  of  G-protein  signaling  19 

Raft 

2 

27/217 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

666 

+  +  +  + 

1P100008802 

RGS20 

Isoform  6  of  Regulator  of  G-protein  signaling  20 

Raft 

6 

116/388 

+  +  +  + 

5.5 

0.0 

18.3 

9 

0 

30.0 

2 

0 

6.7 

667 

+  +  +  + 

1P100027500 

RHOA 

Transforming  protein  RhoA  precursor 

Non-raft 

3 

44/193 

+  +  +  + 

3.5 

0.5 

7.0 

2 

1 

2.0 

5 

0 

16.7 

668 

+  +  +  +  + 

1P100000041 

RHOB 

Rho-related  GTP-binding  protein  RhoB  precursor 

Non-raft 

4 

55/196 

+  +  +  +  + 

5.5 

0.5 

11.0 

4 

1 

4.0 

7 

0 

23.3 

669 

+  +  + 

1P100027434 

RHOC 

Rho-related  GTP-binding  protein  RhoC  precursor 

Non-raft 

3 

44/193 

+  +  + 

2.5 

0.5 

5.0 

2 

1 

2.0 

3 

0 

10.0 

670 

+  +  +  +  + 

IPIOOO 17342 

RHOG 

Rho-related  GTP-binding  protein  RhoG  precursor 

Non-raft 

5 

89/191 

+  +  +  +  + 

4.5 

1.0 

4.5 

3 

1 

3.0 

6 

1 

6.0 

671 

+  +  + 

1P100023511 

RNF167 

RING  finger  protein  167  precursor 

Non-raft 

2 

22/350 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

672 

- 

1P100550069 

RNHl 

Ribonuclease  inhibitor 

Non-raft 

2 

26/461 

- 

0.5 

1.5 

0.3 

1 

2 

0.5 

0 

1 

0.0 

673 

+  +  + 

IPIOOO 10405 

RORl 

Isoform  Long  of  Tyrosine-protein  kinase  transmembrane  receptor 

RORl  precursor 

Non-raft 

4 

49/937 

+  +  + 

2.0 

0.0 

6.7 

4 

0 

13.3 

0 

0 

0.0 

674 

- 

1P100301202 

RPll- 

217H1.1 

Implantation-associated  protein  precursor 

Non-raft 

2 

19/367 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

675 

+  +  + 

1P100026627 

RP2 

Protein  XRP2 

Non-raft 

2 

24/350 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

1P100026627 

RP2 

Protein  XRP2 

Raft 

3 

33/350 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

676 

+  + 

1P100020127 

RPAl 

Replication  protein  A  70  kDa  DNA-binding  subunit 

Raft 

9 

129/616 

+  + 

5.5 

1.5 

3.7 

9 

3 

3.0 

2 

0 

6.7 

677 

+  +  + 

1P100412579 

RPLIOA 

60S  ribosomal  protein  LlOa 

Raft 

4 

57/217 

+  +  + 

2.5 

0.5 

5.0 

4 

1 

4.0 

1 

0 

3.3 

678 

- 

1P100376798 

RPLll 

ribosomal  protein  LI  1 

Non-raft 

5 

59/178 

- 

2.5 

2.0 

1.3 

2 

3 

0.7 

3 

1 

3.0 

1P100376798 

RPLll 

ribosomal  protein  LI  1 

Raft 

3 

35/178 

+ 

2.5 

1.0 

2.5 

3 

1 

3.0 

2 

1 

2.0 

679 

+  +  +  +  + 

■  1P100024933 

RPL12 

60S  ribosomal  protein  L12 

Non-raft 

4 

55/165 

+  +  +  +  + 

4.5 

1.0 

4.5 

4 

1 

4.0 

5 

1 

5.0 

1P100024933 

RPL12 

60S  ribosomal  protein  L12 

Raft 

5 

63/165 

+ 

4.5 

1.5 

3.0 

5 

2 

2.5 

4 

1 

4.0 

680 

+  +  + 

1P100304612 

RPL13A 

60S  ribosomal  protein  LI 3a 

Non-raft 

3 

37/203 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

681 

+  + 

1P100375511 

RPL15 

26  kDa  protein 

Non-raft 

2 

23/204 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

682 

+  +  + 

1P100215719 

RPL18 

60S  ribosomal  protein  LI 8 

Non-raft 

2 

24/188 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

683 

+ 

1P100219153 

RPL22 

60S  ribosomal  protein  L22 

Non-raft 

5 

60/128 

+ 

4.0 

2.0 

2.0 

5 

4 

1.3 

3 

0 

10.0 

684 

+  + 

IPlOOl 82533 

RPL28 

60S  ribosomal  protein  L28 

Non-raft 

2 

23/137 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

685 

+  +  +  +  + 

1P100550021 

RPL3 

60S  ribosomal  protein  L3 

Non-raft 

4 

58/403 

+  +  +  +  + 

4.5 

0.5 

9.0 

5 

1 

5.0 

4 

0 

13.3 

1P100550021 

RPL3 

60S  ribosomal  protein  L3 

Raft 

4 

65/403 

+  +  +  + 

3.0 

0.0 

10.0 

5 

0 

16.7 

1 

0 

3.3 

686 

+  +  + 

1P100219156 

RPL30 

60S  ribosomal  protein  L30 

Non-raft 

3 

40/115 

+  +  + 

3.0 

0.5 

6.0 

1 

1 

1.0 

5 

0 

16.7 

1P100219156 

RPL30 

60S  ribosomal  protein  L30 

Raft 

3 

40/115 

+  +  + 

1.5 

0.0 

5.0 

0 

0 

0.0 

3 

0 

10.0 

687 

+  + 

1P100029731 

RPL35A 

60S  ribosomal  protein  L35a 

Non-raft 

2 

20/110 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

688 

+  + 

1P100000494 

RPL5 

60S  ribosomal  protein  L5 

Non-raft 

2 

31/297 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

1P100000494 

RPL5 

60S  ribosomal  protein  L5 

Raft 

16 

171/297 

+ 

18.5 

6.5 

2.8 

30 

13 

2.3 

7 

0 

23.3 

689 

+ 

1P100030179 

RPL7 

60S  ribosomal  protein  L7 

Non-raft 

2 

25/248 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

690 

+  +  + 

IPIOOO 12772 

RPL8 

60S  ribosomal  protein  L8 

Non-raft 

3 

35/257 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

691 

+  + 

1P100031691 

RPL9 

60S  ribosomal  protein  L9 

Non-raft 

4 

39/192 

+ 

2.0 

1.0 

2.0 

1 

2 

0.5 

3 

0 

10.0 

1P100031691 

RPL9 

60S  ribosomal  protein  L9 

Raft 

2 

41/192 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

692 

+ 

1P100008530 

RPLPO 

60S  acidic  ribosomal  protein  PO 

Non-raft 

4 

60/317 

+ 

3.0 

1.5 

2.0 

3 

1 

3.0 

3 

2 

1.5 

1P100008530 

RPLPO 

60S  acidic  ribosomal  protein  PO 

Raft 

4 

46/317 

- 

3.0 

2.5 

1.2 

4 

3 

1.3 

2 

2 

1.0 

693 

+ 

1P100025874 

RPNl 

Dolichyl-diphosphooligosaccharide— protein  glycosyltransferase  67  kDa 
subunit  precursor 

Non-raft 

12 

168/646 

+ 

10.5 

6.5 

1.6 

13 

8 

1.6 

8 

5 

1.6 

694 

+  +  +  +  + 

1P100301271 

RPN2 

Dolichyl-diphosphooligosaccharide— protein  glycosyltransferase  63  kDa 
subunit  precursor 

Non-raft 

8 

130/647 

+  +  +  +  + 

6.0 

1.0 

6.0 

9 

1 

9.0 

3 

1 

3.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

695 

+  +  +  + 

1P100025091 

RPSll 

40S  ribosomal  protein  SI  1 

Non-raft 

3 

33/158 

+  +  +  + 

2.5 

0.0 

8.3 

3 

0 

10.0 

2 

0 

6.7 

696 

+ 

1P100013917 

RPS12 

40S  ribosomal  protein  S12 

Non-raft 

4 

54/132 

+ 

3.0 

1.0 

3.0 

2 

1 

2.0 

4 

1 

4.0 

1P100013917 

RPS12 

40S  ribosomal  protein  S12 

Raft 

6 

67/132 

+ 

8.0 

3.5 

2.3 

9 

6 

1.5 

7 

1 

7.0 

697 

+  +  + 

1P100221091 

RPS15A 

40S  ribosomal  protein  SI 5a 

Non-raft 

2 

11/130 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

1P100221091 

RPS15A 

40S  ribosomal  protein  SI 5a 

Raft 

3 

19/130 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

698 

+ 

1P100221092 

RPS16 

40S  ribosomal  protein  S16 

Raft 

2 

22/146 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

699 

+  + 

1P100221093 

RPS17 

40S  ribosomal  protein  SI 7 

Raft 

2 

32/135 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

700 

- 

IPIOOO 13485 

RPS2 

40S  ribosomal  protein  S2 

Non-raft 

2 

19/293 

- 

0.5 

0.5 

1.0 

1 

0 

3.3 

0 

1 

0.0 

IPIOOO 13485 

RPS2 

40S  ribosomal  protein  S2 

Raft 

4 

45/293 

+ 

1.5 

1.0 

1.5 

1 

2 

0.5 

2 

0 

6.7 

701 

+  + 

1P100012493 

RPS20 

40S  ribosomal  protein  S20 

Non-raft 

2 

19/119 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

1P100012493 

RPS20 

40S  ribosomal  protein  S20 

Raft 

3 

30/119 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

1 

0 

3.3 

702 

+ 

IPIOOO 17448 

RPS21 

40S  ribosomal  protein  S21 

Raft 

5 

37/83 

+ 

3.5 

2.0 

1.8 

5 

4 

1.3 

2 

0 

6.7 

703 

- 

1P100029750 

RPS24 

Isoform  1  of  40S  ribosomal  protein  S24 

Non-raft 

2 

27/133 

- 

0.5 

0.5 

1.0 

0 

1 

0.0 

1 

0 

3.3 

704 

+  +  +  +  + 

1P100179330 

RPS27A 

ubiquitin  and  ribosomal  protein  S27a  preeursor 

Non-raft 

6 

83/156 

+ 

11.0 

3.5 

3.1 

17 

3 

5.7 

5 

3 

1.7 

1P100179330 

RPS27A 

ubiquitin  and  ribosomal  protein  S27a  preeursor 

Raft 

6 

64/156 

+  +  +  +  + 

8.0 

1.0 

8.0 

10 

2 

5.0 

6 

0 

20.0 

705 

+ 

1P100011253 

RPS3 

40S  ribosomal  protein  S3 

Non-raft 

6 

86/243 

+ 

5.5 

3.0 

1.8 

5 

4 

1.3 

5 

2 

2.5 

1P100011253 

RPS3 

40S  ribosomal  protein  S3 

Raft 

12 

170/243 

+ 

9.5 

5.0 

1.9 

13 

7 

1.9 

6 

3 

2.0 

706 

+  + 

1P1004 19880 

RPS3A 

40S  ribosomal  protein  S3a 

Non-raft 

2 

23/264 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

1P1004 19880 

RPS3A 

40S  ribosomal  protein  S3a 

Raft 

4 

54/264 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

707 

+  + 

1P100008433 

RPS5 

40S  ribosomal  protein  S5 

Non-raft 

3 

38/204 

+  + 

5.0 

1.5 

3.3 

5 

0 

16.7 

5 

3 

1.7 

1P100008433 

RPS5 

40S  ribosomal  protein  S5 

Raft 

5 

55/204 

+ 

9.5 

3.0 

3.2 

10 

4 

2.5 

9 

2 

4.5 

708 

+  + 

IPIOOO 134 15 

RPS7 

40S  ribosomal  protein  S7 

Non-raft 

2 

15/194 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

709 

+ 

1P1002 16587 

RPS8 

40S  ribosomal  protein  S8 

Non-raft 

4 

52/208 

+  + 

3.5 

1.0 

3.5 

3 

2 

1.5 

4 

0 

13.3 

1P1002 16587 

RPS8 

40S  ribosomal  protein  S8 

Raft 

4 

40/208 

- 

3.0 

2.5 

1.2 

4 

3 

1.3 

2 

1 

2.0 

710 

+  +  + 

1P100221088 

RPS9 

40S  ribosomal  protein  S9 

Raft 

3 

21/194 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

711 

+ 

1P100413108 

RPSA 

Ribosomal  protein  SA 

Non-raft 

3 

175/300 

+ 

2.5 

1.5 

1.7 

3 

1 

3.0 

2 

2 

1.0 

1P100413108 

RPSA 

Ribosomal  protein  SA 

Raft 

12 

46/300 

+ 

16.0 

8.0 

2.0 

18 

8 

2.3 

14 

6 

2.3 

712 

+  + 

1P100023101 

RQCDl 

Homo  sapiens  protein  involved  in  sexual  development,  eomplete  eds 

Raft 

2 

32/299 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

713 

+  +  +  +  + 

1P100020418 

RRAS 

Ras-related  protein  R-Ras 

Non-raft 

10 

98/218 

+  +  +  +  + 

12.5 

0.5 

25.0 

15 

0 

50.0 

10 

1 

10.0 

1P100020418 

RRAS 

Ras-related  protein  R-Ras 

Raft 

2 

33/218 

+  +  +  + 

2.5 

0.0 

8.3 

5 

0 

16.7 

0 

0 

0.0 

714 

+  +  +  +  + 

■  1P100012512 

RRAS2 

Ras-related  protein  R-Ras2 

Non-raft 

14 

162/204 

+  +  +  +  + 

18.0 

0.0 

60.0 

17 

0 

56.7 

19 

0 

63.3 

1P100012512 

RRAS2 

Ras-related  protein  R-Ras2 

Raft 

6 

76/204 

+  +  +  +  + 

7.5 

0.0 

25.0 

9 

0 

30.0 

6 

0 

20.0 

715 

+ 

1P1002 15743 

RRBPl 

Isoform  3  of  Ribosome -binding  protein  1 

Raft 

18 

240/1410 

+ 

8.0 

4.0 

2.0 

16 

8 

2.0 

0 

0 

0.0 

716 

+  +  +  +  + 

1P100061267 

RSPRYl 

Ring  linger  and  SPRY  domain  eontaining  1 

Non-raft 

8 

126/576 

+  +  +  +  + 

8.0 

0.5 

16.0 

10 

1 

10.0 

6 

0 

20.0 

1P100061267 

RSPRYl 

Ring  finger  and  SPRY  domain  eontaining  1 

Raft 

7 

98/576 

+  +  +  +  + 

8.5 

0.0 

28.3 

9 

0 

30.0 

8 

0 

26.7 

717 

+  + 

1P100021766 

RTN4 

Isoform  1  of  Retieulon-4 

Non-raft 

2 

28/1192 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

718 

+  + 

1P100298289 

RTN4 

Isoform  2  of  Retieulon-4 

Non-raft 

2 

22/373 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

719 

+  + 

1P100021187 

RUVBLl 

Isoform  1  of  RuvB-like  1 

Non-raft 

3 

38/456 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

1P100021187 

RUVBLl 

Isoform  1  of  RuvB-like  1 

Raft 

8 

108/456 

+ 

6.5 

4.0 

1.6 

9 

6 

1.5 

4 

2 

2.0 

720 

- 

1P100009104 

RUVBL2 

RuvB-like  2 

Raft 

10 

120/463 

- 

5.0 

3.5 

1.4 

8 

6 

1.3 

2 

1 

2.0 

721 

- 

1P100007047 

S100A8 

Protein  S100-A8 

Non-raft 

2 

22/93 

- 

2.0 

1.5 

1.3 

1 

1 

1.0 

2 

2 

1.0 

722 

+  +  +  +  + 

1P100005129 

SCAMPI 

Isoform  1  of  Seeretory  earrier-assoeiated  membrane  protein  1 

Non-raft 

11 

134/338 

+  +  +  +  + 

21.0 

0.0 

70.0 

28 

0 

93.3 

14 

0 

46.7 

1P100005129 

SCAMPI 

Isoform  1  of  Seeretory  earrier-assoeiated  membrane  protein  1 

Raft 

2 

36/338 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

723 

+  +  +  +  + 

■  1P1002 18850 

SCAMP2 

Seeretory  earrier-assoeiated  membrane  protein  2 

Non-raft 

5 

77/329 

+  +  +  +  + 

8.5 

0.0 

28.3 

12 

0 

40.0 

5 

0 

16.7 
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Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 
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724 

+  +  +  +  + 

1P100306382 

SCAMP3 

Isoform  1  of  Secretory  carrier-associated  membrane  protein  3 

Non-raft 

9 

142/347 

+  +  +  +  + 

25.0 

3.0 

8.3 

26 

6 

4.3 

24 

0 

80.0 

1P100306382 

SCAMP3 

Isoform  1  of  Secretory  carrier-associated  membrane  protein  3 

Raft 

4 

51/347 

+  +  +  + 

3.5 

0.0 

11.7 

5 

0 

16.7 

2 

0 

6.7 

725 

+  +  +  +  + 

■  1P100056310 

SCAMP4 

Secretory  carrier-associated  membrane  protein  4 

Non-raft 

3 

34/229 

+  +  +  +  + 

10.5 

0.0 

35.0 

11 

0 

36.7 

10 

0 

33.3 

726 

+  +  +  +  + 

IPlOO 177968 

SCARE  1 

Isoform  1  of  Scavenger  receptor  class  E  member  1 

Non-raft 

11 

131/509 

+  +  +  +  + 

11.5 

1.5 

7.7 

13 

2 

6.5 

10 

1 

10.0 

IPlOO 177968 

SCARE  1 

Isoform  1  of  Scavenger  receptor  class  E  member  1 

Raft 

2 

20/509 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

727 

+  +  +  +  + 

■  1P1002 17766 

SCARE2 

Lysosome  membrane  protein  2 

Non-raft 

10 

125/478 

+  +  +  +  + 

13.0 

0.0 

43.3 

18 

0 

60.0 

8 

0 

26.7 

728 

+  + 

1P100329600 

SCCPDH 

Probable  saccharopine  dehydrogenase 

Non-raft 

2 

22/429 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

729 

+ 

IPlOO 165261 

SCFDl 

Seel  family  domain-containing  protein  1 

Non-raft 

2 

30/642 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

730 

+  +  +  +  + 

1P1004 10666 

SCRIE 

Isoform  3  of  Protein  LAP4 

Non-raft 

15 

212/1655 

+  +  +  +  + 

16.0 

0.0 

53.3 

23 

0 

76.7 

9 

0 

30.0 

1P1004 10666 

SCRIE 

Isoform  3  of  Protein  LAP4 

Raft 

4 

61/1655 

+  +  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

3 

0 

10.0 

731 

+  +  + 

IPlOO 106642 

SDF2L1 

Dihydropyrimidinase-like  2 

Non-raft 

2 

26/619 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

732 

+ 

1P100305166 

SDHA 

Succinate  dehydrogenase  [ubiquinone]  flavoprotein  subunit, 
mitochondrial  precursor 

Non-raft 

16 

220/668 

+ 

12.0 

6.0 

2.0 

16 

10 

1.6 

8 

2 

4.0 

733 

+  +  + 

1P100006865 

SEC22E 

Vesicle-trafficking  protein  SEC22b 

Non-raft 

2 

30/215 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

734 

+  + 

1P1002 18922 

SEC63 

Translocation  protein  SEC63  homolog 

Non-raft 

2 

22/760 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

735 

+ 

IPlOOl 85533 

SEHIL 

Isoform  A  of  Nucleoporin  SEHl-like 

Raft 

4 

49/360 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

1 

0 

3.3 

736 

+ 

1P100153055 

SEPT 10 

Isoform  2  of  Septin-10 

Non-raft 

3 

36/503 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

737 

+ 

IPIOOO 19376 

SEPT 11 

Septin-11 

Non-raft 

4 

40/429 

+ 

3.0 

1.0 

3.0 

4 

1 

4.0 

2 

1 

2.0 

738 

+ 

1P100014177 

SEPT2 

Septin-2 

Non-raft 

9 

134/361 

+ 

6.0 

2.5 

2.4 

6 

3 

2.0 

6 

2 

3.0 

739 

+  + 

1P100216139 

SEPT6 

septin  6  isoform  A 

Non-raft 

2 

17/427 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

740 

+  +  +  + 

1P100033025 

SEPT7 

Septin-7 

Non-raft 

7 

108/438 

+  +  +  + 

3.5 

0.5 

7.0 

5 

1 

5.0 

2 

0 

6.7 

1P100033025 

SEPT7 

Septin-7 

Raft 

3 

35/438 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

741 

+ 

1P100784614 

SEPT9 

Isoform  1  of  Septin-9 

Non-raft 

12 

154/586 

+ 

7.0 

3.0 

2.3 

11 

4 

2.8 

3 

2 

1.5 

1P100784614 

SEPT9 

Isoform  1  of  Septin-9 

Raft 

2 

22/586 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

742 

- 

1P1004 10693 

SEREPl 

Isoform  1  of  Plasminogen  activator  inhibitor  1  RNA-binding  protein 

Raft 

3 

47/408 

- 

1.5 

1.5 

1.0 

3 

3 

1.0 

0 

0 

0.0 

743 

+  +  + 

1P100413817 

SERINCI 

Serine  incorporator  1 

Non-raft 

2 

30/453 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

744 

- 

1P100553177 

SERPINAI 

Alpha- 1 -antitrypsin  precursor 

Non-raft 

2 

32/418 

- 

2.0 

2.5 

0.8 

0 

0 

0.0 

4 

5 

0.8 

745 

- 

1P100033583 

SERP1NE12 

Serpin  E12 

Non-raft 

2 

20/405 

- 

0.0 

1.0 

0.0 

0 

2 

0.0 

0 

0 

0.0 

746 

+ 

1P100300371 

SF3E3 

Splicing  factor  3E  subunit  3 

Raft 

8 

118/1217 

+ 

4.0 

1.5 

2.7 

7 

3 

2.3 

1 

0 

3.3 

747 

- 

IPIOOO 10740 

SFPQ 

Isoform  Long  of  Splicing  factor,  proline-  and  glutamine-rich 

Raft 

2 

22/707 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

748 

+  +  + 

IPlOO 166444 

SFT2D3 

Vesicle  transport  protein  SFT2C 

Non-raft 

2 

28/215 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

749 

+  + 

1P100009368 

SFXNl 

Sideroflexin-1 

Non-raft 

3 

46/322 

+  + 

2.0 

0.5 

4.0 

3 

1 

3.0 

1 

0 

3.3 

750 

- 

1P100002520 

SHMT2 

Serine  hydroxymethyltransferase,  mitochondrial  precursor 

Non-raft 

14 

182/504 

- 

8.0 

6.5 

1.2 

11 

9 

1.2 

5 

4 

1.3 

751 

+ 

1P100647217 

SK1V2L2 

Superkiller  viralicidic  activity  2-hke  2 

Raft 

7 

89/1042 

+ 

3.0 

1.5 

2.0 

6 

3 

2.0 

0 

0 

0.0 

752 

+  + 

1P100394753 

SLC11A2 

Isoform  1  of  Natural  resistance-associated  macrophage  protein  2 

Non-raft 

2 

37/561 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

753 

+  +  +  + 

1P100006666 

SLC16A3 

Monocarboxylate  transporter  4 

Non-raft 

4 

64/465 

+  +  +  + 

3.5 

0.0 

11.7 

5 

0 

16.7 

2 

0 

6.7 

754 

+  +  +  + 

1P100375452 

SLC19A1 

Folate  transporter  1 

Non-raft 

5 

91/591 

+  +  +  + 

4.0 

0.0 

13.3 

6 

0 

20.0 

2 

0 

6.7 

755 

+  +  +  +  + 

IPIOOO 19472 

SLC1A5 

Neutral  amino  acid  transporter  E(0) 

Non-raft 

15 

211/541 

+  +  +  +  + 

20.5 

1.5 

13.7 

25 

2 

12.5 

16 

1 

16.0 

756 

+ 

1P100022202 

SLC25A3 

Isoform  A  of  Phosphate  carrier  protein,  mitochondrial  precursor 

Non-raft 

7 

74/362 

+ 

5.5 

3.0 

1.8 

7 

6 

1.2 

4 

1 

4.0 

757 

+  +  +  +  + 

1P100007188 

SEC25A5 

ADP/ATP  translocase  2 

Non-raft 

9 

89/298 

+  +  +  +  + 

8.0 

2.0 

4.0 

9 

2 

4.5 

7 

2 

3.5 

758 

+ 

1P100291467 

SLC25A6 

ADP/ATP  translocase  3 

Non-raft 

8 

85/298 

+ 

8.0 

4.5 

1.8 

8 

5 

1.6 

8 

4 

2.0 

759 

+  +  +  + 

1P100032107 

SLC26A2 

Sulfate  transporter 

Non-raft 

10 

129/739 

+  +  +  + 

5.5 

0.0 

18.3 

9 

0 

30.0 

2 

0 

6.7 

1P100032107 

SLC26A2 

Sulfate  transporter 

Raft 

4 

53/739 

+  +  + 

2.0 

0.0 

6.7 

4 

0 

13.3 

0 

0 

0.0 

760 

+  + 

1P100024787 

SLC27A2 

Very-long-chain  acyl-CoA  synthetase 

Non-raft 

2 

22/620 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

No. 
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Acc.Number 
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761 

+  + 

1P100550382 

SLC29A1 

Equilibrative  nucleoside  transporter  1 

Non-raft 

2 

34/535 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

762 

+ 

1P100220194 

SLC2A1 

Solute  earrier  family  2,  faeilitated  glueose  transporter  member  1 

Non-raft 

6 

47/492 

+ 

6.5 

3.0 

2.2 

7 

5 

1.4 

6 

3 

2.0 

1P100220194 

SLC2A1 

Solute  earrier  family  2,  faeilitated  glueose  transporter  member  1 

Raft 

3 

35/492 

+ 

4.5 

3.0 

1.5 

5 

4 

1.3 

4 

2 

2.0 

763 

+  +  + 

IPlOO 179969 

SLC2A6 

CDNA  FLJ90355  fis,  elone  NT2RP2003469,  moderately  similar  to 
Solute  earrier  family  2,  faeilitated  glueose  transporter,  member  6 

Non-raft 

3 

27/445 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

764 

+  +  +  + 

1P100784764 

SLC30A1 

solute  earrier  family  30  (zine  transporter),  member  1 

Non-raft 

4 

71/507 

+  +  +  + 

2.5 

0.0 

8.3 

5 

0 

16.7 

0 

0 

0.0 

765 

+  +  +  +  + 

1P1003 84867 

SLC35B2 

Isoform  2  of  Adenosine  3'-phospho  5'-phosphosulfate  transporter  1 

Non-raft 

4 

56/392 

+  +  +  +  + 

5.0 

0.0 

16.7 

5 

1 

5.0 

5 

0 

16.7 

766 

+  +  +  +  + 

1P1004 10034 

SLC38A2 

Putative  40-9-1  protein 

Non-raft 

5 

74/506 

+  +  +  +  + 

4.5 

0.5 

9.0 

5 

1 

5.0 

4 

0 

13.3 

767 

+  + 

1P100100585 

SLC39A1 

Zine  transporter  ZlPl 

Non-raft 

2 

45/324 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

768 

+ 

1P100014236 

SLC39A14 

K1AA0062  protein 

Non-raft 

3 

45/492 

+ 

4.5 

1.5 

3.0 

6 

2 

3.0 

3 

1 

3.0 

769 

+ 

1P100027493 

SLC3A2 

4F2  eell-surfaee  antigen  heavy  ehain 

Non-raft 

13 

175/529 

+ 

9.0 

5.0 

1.8 

13 

7 

1.9 

5 

3 

1.7 

770 

+  +  +  +  + 

1P100221393 

SLC44A1 

Isoform  1  of  Choline  transporter-like  protein  1 

Non-raft 

12 

151/657 

+  +  +  +  + 

19.0 

0.0 

63.3 

23 

0 

76.7 

15 

0 

50.0 

771 

+  +  + 

1P100293074 

SLC44A2 

Isoform  2  of  Choline  transporter-like  protein  2 

Non-raft 

3 

34/709 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

772 

+  +  + 

1P100043883 

SLC46A1 

Isoform  1  of  Heme  earrier  protein  1 

Non-raft 

2 

25/459 

+  +  + 

2.0 

0.0 

6.7 

4 

0 

13.3 

0 

0 

0.0 

773 

+  +  + 

1P100383597 

SLC4A2 

Isoform  A  of  Anion  exehange  protein  2 

Non-raft 

3 

36/1241 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

774 

+  +  +  + 

1P100031822 

SLC5A6 

Sodium-dependent  multivitamin  transporter 

Non-raft 

5 

67/635 

+  +  +  + 

3.5 

0.0 

11.7 

5 

0 

16.7 

2 

0 

6.7 

775 

+  +  +  +  + 

1P100027728 

SLC7A1 

High-affinity  eationie  amino  aeid  transporter  1 

Non-raft 

4 

42/629 

+  +  +  +  + 

4.0 

0.0 

13.3 

5 

0 

16.7 

3 

0 

10.0 

776 

+ 

1P100008986 

SLC7A5 

Large  neutral  amino  aeids  transporter  small  subunit  1 

Non-raft 

2 

32/507 

+ 

2.0 

1.0 

2.0 

4 

2 

2.0 

0 

0 

0.0 

777 

- 

1P1003 85034 

SLC9A3R2 

Isoform  1  ofNa(+)/H(+)  exehange  regulatory  eofaetor  NHE-RF2 

Raft 

2 

22/337 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

778 

+  +  +  + 

1P100100858 

SLC04A1 

Isoform  1  of  Solute  earrier  organie  anion  transporter  family  member 

4A1 

Non-raft 

4 

55/722 

+  +  +  + 

2.5 

0.0 

8.3 

5 

0 

16.7 

0 

0 

0.0 

779 

+ 

1P100291939 

SMCIA 

Struetural  maintenanee  of  ehromosome  1-like  1  protein 

Raft 

4 

30/1233 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

780 

+  +  +  +  + 

1P100010438 

SNAP23 

Isoform  SNAP-23a  of  Synaptosomal-assoeiated  protein  23 

Non-raft 

9 

130/211 

+  +  +  +  + 

9.0 

0.0 

30.0 

9 

0 

30.0 

9 

0 

30.0 

1P100010438 

SNAP23 

Isoform  SNAP-23a  of  Synaptosomal-assoeiated  protein  23 

Raft 

15 

179/211 

+  +  +  +  + 

14.5 

0.5 

29.0 

22 

1 

22.0 

7 

0 

23.3 

781 

- 

IPlOO 140420 

SNDl 

Staphyloeoeeal  nuelease  domain-eontaining  protein  1 

Non-raft 

10 

148/910 

- 

6.0 

6.0 

1.0 

6 

8 

0.8 

6 

4 

1.5 

IPlOO 140420 

SNDl 

Staphyloeoeeal  nuelease  domain-eontaining  protein  1 

Raft 

24 

322/910 

+ 

13.0 

8.0 

1.6 

19 

14 

1.4 

7 

2 

3.5 

782 

+ 

1P100009505 

SNTB2 

Isoform  1  of  Beta-2-syntrophin 

Non-raft 

2 

23/540 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

783 

+  + 

1P100472939 

SPCS2 

Signal  peptidase  eomplex  subunit  2 

Non-raft 

2 

21/227 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

784 

- 

1P100300299 

SPCS3 

Signal  peptidase  eomplex  subunit  3 

Non-raft 

2 

21/180 

- 

0.5 

0.5 

1.0 

0 

1 

0.0 

1 

0 

3.3 

785 

+  +  + 

1P100012913 

SPRY2 

SPRY2  protein 

Non-raft 

2 

28/353 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

786 

+ 

1P100413728 

SPTANl 

Isoform  1  of  Speetrin  alpha  ehain,  brain 

Raft 

10 

132/2472 

+ 

5.5 

2.0 

2.8 

10 

4 

2.5 

1 

0 

3.3 

787 

+ 

1P100005745 

SPTLCl 

Serine  palmitoyltransferase  1 

Non-raft 

4 

55/473 

+ 

3.0 

1.0 

3.0 

5 

1 

5.0 

1 

1 

1.0 

788 

+ 

1P100009634 

SQRDL 

Sulfide  :quinone  oxidoreduetase,  mitoehondrial  preeursor 

Non-raft 

2 

24/450 

+ 

2.0 

1.0 

2.0 

2 

1 

2.0 

2 

1 

2.0 

789 

- 

IPlOO 179473 

SQSTMl 

48  kDa  protein 

Non-raft 

4 

72/440 

- 

4.0 

3.0 

1.3 

6 

4 

1.5 

2 

2 

1.0 

IPlOO 179473 

SQSTMl 

48  kDa  protein 

Raft 

8 

175/440 

- 

10.5 

10.0 

1.1 

16 

16 

1.0 

5 

4 

1.3 

790 

- 

1P100102936 

SRP68 

Isoform  2  of  Signal  reeognition  partiele  68  kDa  protein 

Non-raft 

4 

67/596 

- 

1.5 

1.5 

1.0 

2 

2 

1.0 

1 

1 

1.0 

791 

- 

1P100290439 

SRPKl 

Isoform  1  of  Serine/threonine -protein  kinase  SRPKl 

Raft 

2 

18/826 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

792 

+ 

1P100019385 

SSR4 

Hypothetieal  protein  SSR4  (Fragment) 

Non-raft 

3 

31/184 

+ 

2.0 

1.0 

2.0 

3 

1 

3.0 

1 

1 

1.0 

793 

+  +  +  + 

1P100012434 

STARD3NL 

Isoform  1  of  MLN64  N-terminal  domain  homolog 

Non-raft 

4 

46/234 

+  +  +  + 

3.5 

0.0 

11.7 

6 

0 

20.0 

1 

0 

3.3 

794 

+  + 

1P100005846 

STRAP  1 

Six  transmembrane  epithelial  antigen  of  prostate  1 

Non-raft 

2 

21/486 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

795 

- 

1P100013894 

STIPI 

Stress-indueed-phosphoprotein  1 

Non-raft 

5 

62/543 

- 

1.5 

2.0 

0.8 

2 

3 

0.7 

1 

1 

1.0 

796 

+  +  +  +  + 

1P1002 19682 

STOM 

Erythroeyte  band  7  integral  membrane  protein 

Non-raft 

13 

140/288 

+  +  +  +  + 

23.5 

1.0 

23.5 

19 

2 

9.5 

28 

0 

93.3 

1P1002 19682 

STOM 

Erythroeyte  band  7  integral  membrane  protein 

Raft 

15 

188/288 

+  +  +  +  + 

28.0 

0.0 

93.3 

34 

0 

113.3 

22 

0 

73.3 

No. 
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Acc.Number 

Gene  Symbol 
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Fraction 
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Pep. 

Sequence 
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Prob.  Each 
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EXP 
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797 

+  +  + 

1P100334190 

STOML2 

Stomatin-like  protein  2 

Non-raft 

6 

118/356 

+  +  + 

3.0 

0.5 

6.0 

6 

1 

6.0 

0 

0 

0.0 

798 

- 

1P100294536 

STRAP 

Serine-threonine  kinase  reeeptor-assoeiated  protein 

Non-raft 

2 

33/363 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

799 

- 

1P100297492 

STT3A 

Doliehyl-diphosphooligosaeeharide-protein  glyeosyltransferase  subunit 
STT3A 

Non-raft 

5 

57/705 

- 

2.0 

2.0 

1.0 

4 

3 

1.3 

0 

1 

0.0 

800 

+  + 

1P100293402 

STXIO 

Syntaxin-10 

Non-raft 

2 

39/249 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

1P100293402 

STXIO 

Syntaxin-10 

Raft 

2 

41/249 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

801 

+  + 

1P100026128 

STXll 

Syntaxin-11 

Non-raft 

2 

18/287 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

802 

+  +  +  + 

1P100013930 

STX6 

Syntaxin-6 

Non-raft 

4 

83/255 

+  +  +  + 

3.0 

0.0 

10.0 

4 

0 

13.3 

2 

0 

6.7 

1P100013930 

STX6 

Syntaxin-6 

Raft 

3 

51/255 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

803 

+  +  + 

1P100289876 

STX7 

syntaxin  7 

Non-raft 

2 

29/261 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

804 

+  +  +  +  + 

1P100009225 

STX8 

Syntaxin-8 

Non-raft 

7 

91/236 

+  +  +  +  + 

7.0 

0.0 

23.3 

7 

0 

23.3 

7 

0 

23.3 

1P100009225 

STX8 

Syntaxin- 8 

Raft 

4 

60/236 

+  +  +  + 

3.5 

0.0 

11.7 

5 

0 

16.7 

2 

0 

6.7 

805 

+  +  + 

1P100297626 

STXBP3 

Syntaxin-binding  protein  3 

Non-raft 

4 

55/592 

+  +  + 

3.0 

0.5 

6.0 

5 

1 

5.0 

1 

0 

3.3 

806 

+  +  +  +  + 

1P100399142 

SURF4 

Surfeit  4 

Non-raft 

7 

75/188 

+  +  +  +  + 

12.0 

0.0 

40.0 

13 

0 

43.3 

11 

0 

36.7 

807 

- 

1P100021302 

SUSD2 

Sushi  domain-eontaining  protein  2  preeursor 

Non-raft 

5 

71/822 

- 

1.5 

2.0 

0.8 

2 

4 

0.5 

1 

0 

3.3 

808 

- 

1P100018140 

SYNCRIP 

Isoform  1  of  Heterogeneous  nuelear  ribonueleoprotein  Q 

Non-raft 

3 

34/623 

+ 

1.5 

1.0 

1.5 

2 

2 

1.0 

1 

0 

3.3 

1P100018140 

SYNCRIP 

Isoform  1  of  Heterogeneous  nuelear  ribonueleoprotein  Q 

Raft 

5 

57/623 

- 

4.5 

4.0 

1.1 

6 

5 

1.2 

3 

3 

1.0 

809 

- 

1P100297910 

TACSTD2 

Tumor-assoeiated  ealeium  signal  transdueer  2  preeursor 

Non-raft 

3 

38/323 

- 

1.5 

2.0 

0.8 

3 

4 

0.8 

0 

0 

0.0 

810 

+ 

1P100550363 

TAGLN2 

Transgelin-2 

Non-raft 

4 

65/199 

+ 

1.5 

0.5 

3.0 

2 

0 

6.7 

1 

1 

1.0 

811 

- 

1P100002232 

TAOKl 

Isoform  1  of  Serine/threonine -protein  kinase  TAOl 

Raft 

2 

21/1001 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

812 

+  +  + 

1P100646625 

TAPI 

transporter  1 ,  ATP-binding  eassette,  sub-family  B 

Non-raft 

3 

51/808 

+  +  + 

2.0 

0.0 

6.7 

3 

0 

10.0 

1 

0 

3.3 

813 

+  + 

1P100001382 

TAP2 

transporter  2,  ATP-binding  eassette,  sub-family  B  isoform  2 

Non-raft 

2 

19/653 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

814 

+ 

1P100329633 

TARS 

Threonyl-tRNA  synthetase,  eytoplasmie 

Non-raft 

10 

123/723 

+ 

5.0 

3.0 

1.7 

9 

4 

2.3 

1 

2 

0.5 

815 

+  + 

1P100333215 

TCEAl 

Isoform  1  of  Transeription  elongation  faetor  A  protein  1 

Non-raft 

2 

26/301 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

816 

+ 

1P100290566 

TCPl 

T-eomplex  protein  1  subunit  alpha 

Non-raft 

12 

180/556 

+ 

8.0 

2.5 

3.2 

11 

5 

2.2 

5 

0 

16.7 

817 

+  +  +  +  + 

1P100022462 

TFRC 

Transferrin  reeeptor  protein  1 

Non-raft 

43 

453/760 

+  +  +  +  + 

69.0 

7.0 

9.9 

87 

10 

8.7 

51 

4 

12.8 

1P100022462 

TFRC 

Transferrin  reeeptor  protein  1 

Raft 

20 

266/760 

+  +  +  +  + 

22.0 

1.5 

14.7 

28 

0 

93.3 

16 

3 

5.3 

818 

- 

1P100294578 

TGM2 

Isoform  1  of  Protein-glutamine  gamma-glutamyltransferase  2 

Non-raft 

13 

206/687 

- 

10.5 

11.0 

1.0 

14 

14 

1.0 

7 

8 

0.9 

819 

- 

1P100300376 

TGM3 

Protein-glutamine  gamma-glutamyltransferase  E  preeursor 

Non-raft 

4 

71/693 

- 

0.0 

2.5 

0.0 

0 

4 

0.0 

0 

1 

0.0 

1P100300376 

TGM3 

Protein-glutamine  gamma-glutamyltransferase  E  preeursor 

Raft 

2 

26/693 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

820 

+  + 

1P100010737 

THBD 

Thrombomodulin  preeursor 

Non-raft 

2 

21/575 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

821 

- 

1P100296099 

THBSl 

Thrombospondin- 1  preeursor 

Non-raft 

3 

38/1170 

- 

0.0 

1.5 

0.0 

0 

3 

0.0 

0 

0 

0.0 

822 

+ 

1P100305374 

THOCl 

THO  eomplex  subunit  1 

Raft 

10 

127/657 

+ 

4.5 

3.0 

1.5 

8 

6 

1.3 

1 

0 

3.3 

823 

+ 

1P100063729 

THOC3 

THO  eomplex  subunit  3 

Raft 

2 

20/378 

+ 

1.0 

0.5 

2.0 

1 

1 

1.0 

1 

0 

3.3 

824 

+ 

1P100301252 

THOC6 

Isoform  3  of  THO  eomplex  subunit  6  homolog 

Raft 

7 

108/296 

+ 

3.0 

2.0 

1.5 

5 

3 

1.7 

1 

1 

1.0 

825 

+  + 

1P100306516 

T1MM44 

Import  inner  membrane  transloease  subunit  T1M44,  mitoehondrial 
preeursor 

Non-raft 

2 

25/452 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

826 

- 

1P100643920 

TKT 

Transketolase 

Non-raft 

11 

141/631 

- 

7.0 

5.0 

1.4 

8 

8 

1.0 

6 

2 

3.0 

827 

+ 

1P100298994 

TLNl 

271  kDa  protein 

Non-raft 

8 

125/2541 

- 

1.5 

3.5 

0.4 

2 

5 

0.4 

1 

2 

0.5 

1P100298994 

TLNl 

271  kDa  protein 

Raft 

3 

45/2541 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

828 

+  + 

1P100021985 

TM9SF4 

Transmembrane  9  superfamily  protein  member  4 

Non-raft 

2 

33/642 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

829 

+  +  +  + 

1P100009976 

TMEDl 

Transmembrane  emp24  domain-eontaining  protein  1  preeursor 

Non-raft 

4 

48/227 

+  +  +  + 

3.5 

0.0 

11.7 

5 

0 

16.7 

2 

0 

6.7 

830 

+  + 

1P100028055 

TMEDIO 

Transmembrane  emp24  domain-eontaining  protein  10  preeursor 

Non-raft 

2 

21/219 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

831 

+  + 

IPlOO 170706 

TMEM2 

Transmembrane  protein  2 

Non-raft 

10 

128/1383 

+  + 

6.5 

2.0 

3.3 

9 

4 

2.3 

4 

0 

13.3 

832 

+ 

1P100299084 

TMEM33 

Transmembrane  protein  33 

Non-raft 

3 

38/247 

+ 

4.0 

1.5 

2.7 

4 

1 

4.0 

4 

2 

2.0 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 
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1st  Biol.  Replicate 

2nd  Biol.  Replicate 
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1st 
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Ratio 
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2nd 
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Ratio 

833 

+  +  +  + 

1P100000612 

TMEM50A 

Transmembrane  protein  50A 

Raft 

2 

19/157 

+  +  +  + 

4.5 

0.0 

15.0 

7 

0 

23.3 

2 

0 

6.7 

834 

+  +  + 

1P100030530 

TMEM55B 

Isoform  1  of  Transmembrane  protein  55B 

Non-raft 

2 

33/277 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

1P100030530 

TMEM55B 

Isoform  1  of  Transmembrane  protein  55B 

Raft 

4 

54/277 

+  +  + 

2.0 

0.0 

6.7 

4 

0 

13.3 

0 

0 

0.0 

835 

+  +  + 

1P100399320 

TMEM59 

Transmembrane  protein  59 

Non-raft 

2 

26/323 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

1P100399320 

TMEM59 

Transmembrane  protein  59 

Raft 

2 

28/323 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

836 

+  +  +  + 

1P100006006 

TMEM63A 

Transmembrane  protein  63A 

Non-raft 

5 

49/807 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

837 

+  +  +  + 

1P1005 14538 

TMEM63B 

transmembrane  protein  63 B 

Non-raft 

4 

43/832 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

1P1005 14538 

TMEM63B 

transmembrane  protein  63 B 

Raft 

5 

54/832 

+  +  +  + 

2.5 

0.0 

8.3 

5 

0 

16.7 

0 

0 

0.0 

838 

- 

1P1002 16230 

TMPO 

Eamina-assoeiated  polypeptide  2  isoform  alpha 

Raft 

6 

101/694 

- 

1.5 

2.0 

0.8 

3 

4 

0.8 

0 

0 

0.0 

839 

+  +  +  + 

1P100304866 

TNFA1P2 

Tumor  neerosis  faetor,  alpha-indueed  protein  2 

Non-raft 

6 

78/654 

+  +  +  + 

3.5 

0.0 

11.7 

5 

0 

16.7 

2 

0 

6.7 

840 

+  +  +  +  + 

1P100021975 

TNFRSFIOA 

Tumor  neerosis  faetor  reeeptor  superfamily  member  lOA  preeursor 

Non-raft 

8 

99/468 

+  +  +  +  + 

16.5 

0.5 

33.0 

18 

1 

18.0 

15 

0 

50.0 

1P100021975 

TNFRSFIOA 

Tumor  neerosis  faetor  reeeptor  superfamily  member  lOA  preeursor 

Raft 

2 

26/468 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

841 

+  +  +  +  + 

1P100296379 

TNFRSFIOB 

Isoform  Long  of  Tumor  neerosis  faetor  reeeptor  superfamily  member 
lOB  preeursor 

Non-raft 

5 

85/440 

+  +  +  +  + 

8.0 

0.5 

16.0 

10 

1 

10.0 

6 

0 

20.0 

1P100296379 

TNFRSFIOB 

Isoform  Long  of  Tumor  neerosis  faetor  reeeptor  superfamily  member 
lOB  preeursor 

Raft 

5 

79/440 

+  +  +  +  + 

5.5 

0.0 

18.3 

6 

0 

20.0 

5 

0 

16.7 

842 

+  +  +  + 

1P100294516 

TNFRSFIOD 

Tumor  neerosis  faetor  reeeptor  superfamily  member  lOD  preeursor 

Non-raft 

2 

41/386 

+  +  +  + 

3.0 

0.0 

10.0 

5 

0 

16.7 

1 

0 

3.3 

843 

- 

1P100304589 

INKS  1  BP  1 

1 82  kDa  tankyrase  1  -binding  protein 

Raft 

5 

85/1729 

- 

1.0 

1.5 

0.7 

2 

3 

0.7 

0 

0 

0.0 

844 

- 

IPlOO 169434 

TNRC15 

Hypothetieal  protein  DKFZp686O20169 

Raft 

2 

33/1299 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

845 

+  +  + 

1P100014053 

TOMM40 

Isoform  1  of  Probable  mitoehondrial  import  reeeptor  subunit  TOM40 
homolog 

Non-raft 

2 

17/361 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

846 

- 

IPIOOO 15602 

TOMM70A 

Mitoehondrial  preeursor  proteins  import  reeeptor 

Non-raft 

4 

49/608 

- 

2.5 

2.0 

1.3 

4 

3 

1.3 

1 

1 

1.0 

847 

+  +  +  +  + 

1P100009111 

TPBG 

Trophoblast  glyeoprotein  preeursor 

Non-raft 

8 

100/420 

+  +  +  +  + 

13.0 

1.5 

8.7 

16 

2 

8.0 

10 

1 

10.0 

1P100009111 

TPBG 

Trophoblast  glyeoprotein  preeursor 

Raft 

2 

33/420 

+  + 

1.0 

0.0 

3.3 

0 

0 

0.0 

2 

0 

6.7 

848 

+ 

1P100465028 

TPll 

Triosephosphate  isomerase  1  variant 

Non-raft 

13 

165/286 

+ 

8.5 

5.0 

1.7 

14 

9 

1.6 

3 

1 

3.0 

849 

- 

IPlOO 178083 

TPM3 

29  kDa  protein 

Non-raft 

5 

42/224 

- 

2.0 

2.5 

0.8 

4 

4 

1.0 

0 

1 

0.0 

IPlOO 178083 

TPM3 

29  kDa  protein 

Raft 

3 

34/224 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

1 

0 

3.3 

850 

- 

1P100030275 

TRAPl 

Heat  shoek  protein  75  kDa,  mitoehondrial  preeursor 

Non-raft 

6 

78/704 

- 

3.0 

4.5 

0.7 

4 

6 

0.7 

2 

3 

0.7 

851 

+  +  +  +  + 

1P100004324 

TRAPPC3 

Traffieking  protein  partiele  eomplex  subunit  3 

Non-raft 

3 

36/180 

+  +  +  +  + 

6.0 

0.0 

20.0 

4 

0 

13.3 

8 

0 

26.7 

1P100004324 

TRAPPC3 

Traffieking  protein  partiele  eomplex  subunit  3 

Raft 

3 

36/180 

+  +  +  + 

3.5 

0.0 

11.7 

5 

0 

16.7 

2 

0 

6.7 

852 

+ 

1P100029629 

TR1M25 

Tripartite  motif-eontaining  protein  25 

Non-raft 

4 

54/630 

+ 

2.5 

1.5 

1.7 

3 

2 

1.5 

2 

1 

2.0 

1P100029629 

TR1M25 

Tripartite  motif-eontaining  protein  25 

Raft 

9 

119/630 

+ 

5.5 

3.0 

1.8 

8 

5 

1.6 

3 

1 

3.0 

853 

- 

1P100438229 

TR1M28 

tripartite  motif-eontaining  28  protein 

Non-raft 

6 

84/835 

- 

1.0 

2.0 

0.5 

2 

2 

1.0 

0 

2 

0.0 

1P100438229 

TR1M28 

tripartite  motif-eontaining  28  protein 

Raft 

2 

23/835 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

854 

+  +  + 

1P100165394 

TSPAN14 

Isoform  2  of  Tetraspanin-14 

Non-raft 

2 

28/253 

+  +  + 

2.0 

0.0 

6.7 

1 

0 

3.3 

3 

0 

10.0 

855 

+  + 

1P100000736 

TSPAN15 

Tetraspanin-15 

Non-raft 

2 

32/294 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

856 

+  +  + 

1P100024174 

TSPAN4 

Tetraspanin-4 

Non-raft 

2 

33/238 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

857 

+  +  +  + 

1P100027437 

TSPAN9 

Tetraspanin-9 

Non-raft 

2 

29/239 

+  +  +  + 

2.5 

0.0 

8.3 

2 

0 

6.7 

3 

0 

10.0 

858 

+  + 

1P100023283 

TIN 

Isoform  2  of  Titin 

Raft 

2 

17/34258 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

859 

+  +  +  +  + 

1P100877061 

TTYH3 

Isoform  3  of  protein  tweety  homolog  3 

Non-raft 

2 

29/352 

+  +  +  +  + 

5.0 

0.0 

16.7 

5 

0 

16.7 

5 

0 

16.7 

860 

- 

IPlOO 180675 

TUBAIA 

Tubulin  alpha-3  ehain 

Non-raft 

16 

219/451 

- 

10.5 

9.0 

1.2 

11 

8 

1.4 

10 

10 

1.0 

861 

- 

1P100387144 

TUBA  IB 

Tubulin  alpha-ubiquitous  ehain 

Non-raft 

17 

233/451 

- 

16.0 

14.0 

1.1 

17 

14 

1.2 

15 

14 

1.1 
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1P100387144 

TUBAIB 

Tubulin  alpha-ubiquitous  chain 

Raft 

8 

127/451 

+ 

8.0 

4.0 

2.0 

11 

6 

1.8 

5 

2 

2.5 

862 

- 

1P1002 18343 

TUBAIC 

Tubulin  alpha-6  chain 

Non-raft 

16 

216/449 

- 

15.0 

12.5 

1.2 

15 

13 

1.2 

15 

12 

1.3 

1P1002 18343 

TUBAIC 

Tubulin  alpha-6  chain 

Raft 

5 

84/449 

+ 

6.0 

3.0 

2.0 

7 

4 

1.8 

5 

2 

2.5 

863 

+ 

1P100007750 

TUBA4A 

Tubulin  alpha- 1  chain 

Non-raft 

11 

160/448 

+ 

7.5 

4.0 

1.9 

15 

8 

1.9 

0 

0 

0.0 

864 

+ 

1P100646909 

TUBA8 

Tubulin  alpha-8  chain 

Non-raft 

9 

130/449 

+ 

10.5 

6.5 

1.6 

10 

7 

1.4 

11 

6 

1.8 

865 

- 

IPIOOO 11654 

TUBB 

Tubulin  beta-2  chain 

Non-raft 

20 

293/444 

- 

18.5 

15.0 

1.2 

20 

19 

1.1 

17 

11 

1.5 

IPIOOO 11654 

TUBB 

Tubulin  beta-2  ehain 

Raft 

12 

165/444 

- 

7.0 

8.0 

0.9 

7 

10 

0.7 

7 

6 

1.2 

866 

- 

IPIOOO 13475 

TUBB2A 

tubulin,  beta  2 

Non-raft 

16 

127/445 

- 

11.0 

9.0 

1.2 

11 

10 

1.1 

11 

8 

1.4 

867 

- 

1P100007752 

TUBB2C 

Tubulin  beta-2C  ehain 

Non-raft 

19 

283/445 

- 

15.5 

13.5 

1.1 

18 

17 

1.1 

13 

10 

1.3 

868 

- 

1P100013683 

TUBB3 

Tubulin  beta-3  ehain 

Non-raft 

7 

71/450 

- 

3.0 

4.5 

0.7 

6 

9 

0.7 

0 

0 

0.0 

869 

- 

1P100641706 

TUBB6 

46  kDa  protein 

Non-raft 

7 

76/409 

- 

2.5 

2.0 

1.3 

5 

4 

1.3 

0 

0 

0.0 

870 

+ 

1P100027107 

TUFM 

Tu  translation  elongation  faetor,  mitoehondrial 

Non-raft 

3 

38/455 

+ 

2.0 

1.0 

2.0 

3 

1 

3.0 

1 

1 

1.0 

871 

+  +  + 

1P100470779 

TXLNA 

Alpha-taxilin 

Raft 

3 

38/546 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

872 

+  +  +  +  + 

1P100395887 

TXNDCl 

Thioredoxin  domain-eontaining  protein  1  preeursor 

Non-raft 

10 

102/280 

+  +  +  +  + 

25.5 

2.5 

10.2 

21 

3 

7.0 

30 

2 

15.0 

1P100395887 

TXNDCl 

Thioredoxin  domain-eontaining  protein  1  preeursor 

Raft 

7 

73/280 

+  +  +  +  + 

8.5 

0.0 

28.3 

8 

0 

26.7 

9 

0 

30.0 

873 

+  +  +  +  + 

■  1P100064193 

TXNDCIO 

Isoform  1  of  Protein  disulfide-isomerase  TXNDCIO  preeursor 

Non-raft 

8 

131/454 

+  +  +  +  + 

7.0 

0.5 

14.0 

6 

1 

6.0 

8 

0 

26.7 

874 

+ 

1P100329596 

TXNDCl  4 

CDNA  PSEC0045  fis,  elone  NT2RP 100 1023 

Non-raft 

2 

27/371 

+ 

1.5 

0.5 

3.0 

2 

0 

6.7 

1 

1 

1.0 

875 

- 

1P100171438 

TXNDC5 

Thioredoxin  domain-eontaining  protein  5  preeursor 

Non-raft 

3 

34/432 

- 

2.0 

1.5 

1.3 

3 

2 

1.5 

1 

1 

1.0 

1P100171438 

TXNDC5 

Thioredoxin  domain-eontaining  protein  5  preeursor 

Raft 

3 

19/432 

- 

0.5 

1.0 

0.5 

1 

0 

3.3 

0 

2 

0.0 

876 

+ 

1P100554786 

TXNRDl 

Thioredoxin  reduetase  1 ,  eytoplasmie  preeursor 

Non-raft 

13 

185/499 

+ 

8.0 

5.0 

1.6 

10 

6 

1.7 

6 

4 

1.5 

877 

+  +  + 

IPlOO 157820 

TXNRD2 

Isoform  2  of  Thioredoxin  reduetase  2,  mitoehondrial  preeursor 

Non-raft 

2 

30/522 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

878 

- 

1P100000684 

UAPl 

Isoform  AGX2  of  UDP-N-aeetylhexosamine  pyrophosphorylase 

Non-raft 

2 

26/522 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

879 

+  +  +  +  + 

1P100645078 

UBAl 

Ubiquitin-aetivating  enzyme  El 

Non-raft 

22 

373/1058 

+  +  +  +  + 

17.0 

3.0 

5.7 

22 

5 

4.4 

12 

1 

12.0 

880 

+  +  +  + 

1P100023234 

UBA2 

Ubiquitin-like  1-aetivating  enzyme  ElB 

Non-raft 

5 

66/640 

+  +  +  + 

2.5 

0.0 

8.3 

4 

0 

13.3 

1 

0 

3.3 

881 

+  +  + 

1P100003949 

UBE2N 

Ubiquitin-eonjugating  enzyme  E2  N 

Non-raft 

2 

30/152 

+  +  + 

2.0 

0.0 

6.7 

2 

0 

6.7 

2 

0 

6.7 

1P100003949 

UBE2N 

Ubiquitin-eonjugating  enzyme  E2  N 

Raft 

2 

30/152 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

882 

+  +  +  + 

1P100026669 

UBE3 

Ubiquitin-like  protein  3  preeursor 

Non-raft 

3 

26/117 

+  +  +  + 

3.0 

0.0 

10.0 

4 

0 

13.3 

2 

0 

6.7 

883 

+  +  +  +  + 

IPIOOO 17227 

UBTDl 

Ubiquitin  domain-eontaining  protein  1 

Non-raft 

3 

35/227 

+  +  + 

1.5 

0.0 

5.0 

2 

0 

6.7 

1 

0 

3.3 

IPIOOO 17227 

UBTDl 

Ubiquitin  domain-eontaining  protein  1 

Raft 

8 

79/227 

+  +  +  +  + 

6.0 

0.0 

20.0 

9 

0 

30.0 

3 

0 

10.0 

884 

+  +  + 

IPlOO 157729 

UBTD2 

Ubiquitin  domain-eontaining  protein  2 

Raft 

3 

35/234 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

885 

+ 

1P100172656 

UBXD8 

UBX  domain-eontaining  protein  8 

Non-raft 

4 

59/445 

+ 

2.5 

1.5 

1.7 

2 

1 

2.0 

3 

2 

1.5 

886 

+  +  +  +  + 

IPIOOO 18352 

UCHLl 

Ubiquitin  earboxyl-terminal  hydrolase  isozyme  El 

Non-raft 

5 

72/223 

+  +  +  +  + 

3.5 

0.5 

7.0 

4 

0 

13.3 

3 

0 

10.0 

887 

+ 

IPI00031420 

UGDH 

UDP-glueose  6 -dehydrogenase 

Non-raft 

12 

165/494 

+ 

8.5 

4.5 

1.9 

12 

5 

2.4 

5 

4 

1.3 

888 

+  +  +  + 

IPI00034049 

UPFl 

Isoform  1  of  Regulator  of  nonsense  transeripts  1 

Raft 

7 

85/1129 

+  +  +  + 

3.5 

0.5 

7.0 

7 

1 

7.0 

0 

0 

0.0 

889 

+  + 

IPI00004406 

UPPl 

Isoform  1  of  Uridine  phosphorylase  1 

Non-raft 

2 

30/310 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

890 

- 

IPIOOO 13 847 

UQCRCl 

Ubiquinol-eytoehrome-e  reduetase  eomplex  eore  protein  I, 
mitoehondrial  preeursor 

Non-raft 

2 

24/480 

- 

0.5 

1.0 

0.5 

1 

2 

0.5 

0 

0 

0.0 

891 

+ 

IPI00291946 

USPIO 

Ubiquitin  earboxyl-terminal  hydrolase  10 

Raft 

6 

105/798 

+ 

3.5 

2.0 

1.8 

4 

2 

2.0 

3 

2 

1.5 

892 

- 

IPI00219913 

USP14 

Ubiquitin  earboxyl-terminal  hydrolase  14 

Non-raft 

2 

24/494 

- 

0.5 

1.0 

0.5 

1 

1 

1.0 

0 

1 

0.0 

893 

+  +  +  +  + 

IPI00549343 

VAMP3 

Vesiele-assoeiated  membrane  protein  3 

Non-raft 

9 

77/100 

+  +  +  +  + 

15.5 

0.0 

51.7 

14 

0 

46.7 

17 

0 

56.7 

IPI00549343 

VAMP3 

Vesiele-assoeiated  membrane  protein  3 

Raft 

5 

41/100 

+  +  +  +  + 

4.5 

0.0 

15.0 

5 

0 

16.7 

4 

0 

13.3 

894 

+  +  +  + 

IPI002 19648 

VAMP4 

Isoform  2  of  Vesiele-assoeiated  membrane  protein  4 

Non-raft 

3 

34/140 

+  +  +  + 

2.5 

0.0 

8.3 

2 

0 

6.7 

3 

0 

10.0 

895 

+  +  +  +  + 

IPI00013236 

VAMP7 

Isoform  2  of  Synaptobrevin-like  protein  1 

Non-raft 

7 

109/260 

+  +  +  +  + 

5.5 

0.0 

18.3 

3 

0 

10.0 

8 

0 

26.7 

896 

+  +  +  +  + 

IPI00031195 

VANGLl 

Isoform  1  of  Vang-like  protein  1 

Non-raft 

8 

139/524 

+  +  +  + 

4.5 

0.0 

15.0 

7 

0 

23.3 

2 

0 

6.7 

IPI00031195 

VANGLl 

Isoform  1  of  Vang-like  protein  1 

Raft 

6 

99/524 

+  +  +  +  + 

3.5 

0.0 

11.7 

4 

0 

13.3 

3 

0 

10.0 
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897 

+ 

IPlOO 170692 

VAPA 

vesicle-associated  membrane  protein-associated  protein  A  isoform  2 

Non-raft 

3 

30/249 

+ 

1.5 

0.5 

3.0 

2 

1 

2.0 

1 

0 

3.3 

IPlOO 170692 

VAPA 

vesicle-associated  membrane  protein-associated  protein  A  isoform  2 

Raft 

2 

14/249 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

898 

- 

1P100006211 

VAPB 

VAMP-associated  protein  B/C 

Non-raft 

2 

28/243 

- 

0.5 

0.5 

1.0 

1 

1 

1.0 

0 

0 

0.0 

899 

- 

1P100000873 

VARS 

Valyl-tRNA  synthetase 

Non-raft 

9 

121/1264 

- 

4.0 

3.0 

1.3 

6 

4 

1.5 

2 

2 

1.0 

900 

- 

IPlOO 156689 

VATl 

Synaptic  vesicle  membrane  protein  VAT-1  homolog 

Non-raft 

6 

86/393 

- 

2.5 

2.5 

1.0 

4 

3 

1.3 

1 

2 

0.5 

901 

- 

1P100022774 

VCP 

Transitional  endoplasmic  reticulum  ATPase 

Non-raft 

34 

398/806 

- 

25.5 

23.5 

1.1 

30 

31 

1.0 

21 

16 

1.3 

1P100022774 

VCP 

Transitional  endoplasmic  reticulum  ATPase 

Raft 

3 

37/806 

- 

1.0 

1.0 

1.0 

2 

2 

1.0 

0 

0 

0.0 

902 

- 

1P1002 16308 

VDACl 

Voltage-dependent  anion-selective  channel  protein  1 

Non-raft 

10 

128/283 

- 

8.5 

8.0 

1.1 

12 

10 

1.2 

4 

6 

0.7 

903 

+ 

1P1002 16026 

VDAC2 

Isoform  3  of  Voltage-dependent  anion- selective  channel  protein  2 

Non-raft 

13 

192/294 

+ 

15.0 

9.5 

1.6 

20 

12 

1.7 

10 

7 

1.4 

1P1002 16026 

VDAC2 

Isoform  3  of  Voltage-dependent  anion- selective  channel  protein  2 

Raft 

3 

32/294 

- 

1.0 

1.0 

1.0 

2 

1 

2.0 

0 

1 

0.0 

904 

+ 

1P100031804 

VDAC3 

Isoform  1  of  Voltage-dependent  anion- selective  channel  protein  3 

Non-raft 

10 

108/283 

+ 

8.5 

5.0 

1.7 

8 

7 

1.1 

9 

3 

3.0 

905 

+ 

1P1004 18471 

VIM 

Vimentin 

Raft 

15 

195/466 

+ 

11.0 

4.0 

2.8 

19 

7 

2.7 

3 

1 

3.0 

906 

- 

1P100024273 

VLDLR 

Isoform  Eong  of  Very  low-density  lipoprotein  receptor  precursor 

Non-raft 

2 

25/873 

- 

0.0 

1.0 

0.0 

0 

2 

0.0 

0 

0 

0.0 

907 

+  + 

IPIOOO 18931 

VPS35 

Vacuolar  protein  sorting-associated  protein  35 

Non-raft 

2 

23/796 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

908 

+ 

1P100746165 

WDRl 

WD  repeat-containing  protein  1  isoform  1 

Non-raft 

3 

42/606 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

909 

+  + 

1P100220834 

XRCC5 

ATP-dependent  DNA  helicase  2  subunit  2 

Non-raft 

11 

142/732 

+  + 

5.5 

1.5 

3.7 

9 

2 

4.5 

2 

1 

2.0 

1P100220834 

XRCC5 

ATP-dependent  DNA  helicase  2  subunit  2 

Raft 

16 

201/732 

+ 

11.5 

7.0 

1.6 

18 

12 

1.5 

5 

2 

2.5 

910 

+ 

1P100465430 

XRCC6 

70  kDa  protein 

Non-raft 

8 

101/609 

+ 

4.0 

2.5 

1.6 

7 

4 

1.8 

1 

1 

1.0 

1P100465430 

XRCC6 

70  kDa  protein 

Raft 

8 

116/609 

+  + 

4.0 

1.0 

4.0 

6 

0 

20.0 

2 

2 

1.0 

911 

- 

1P100657645 

XRNl 

Isoform  2  of  5 '-3'  exoribonuclease  1 

Raft 

3 

30/1694 

- 

1.0 

1.0 

1.0 

2 

2 

1.0 

0 

0 

0.0 

912 

+ 

1P1003 86208 

YA61 

Gastric-associated  differentially-expressed  protein  YA61P 

Non-raft 

14 

138/136 

+ 

103.0 

52.5 

2.0 

106 

58 

1.8 

100 

47 

2.1 

913 

+  +  +  +  + 

1P100013981 

YESl 

Proto-oncogene  tyrosine-protein  kinase  Yes 

Non-raft 

17 

221/543 

+  +  +  +  + 

14.5 

2.5 

5.8 

16 

3 

5.3 

13 

2 

6.5 

1P100013981 

YESl 

Proto-oncogene  tyrosine-protein  kinase  Yes 

Raft 

26 

342/543 

+  +  +  +  + 

25.0 

3.0 

8.3 

30 

4 

7.5 

20 

2 

10.0 

914 

+  + 

1P100216318 

YWHAB 

tyrosine  3-monooxygenase/tryptophan  5 -monooxygenase  activation 
protein,  beta  polypeptide 

Non-raft 

5 

75/246 

+  + 

2.0 

0.5 

4.0 

4 

1 

4.0 

0 

0 

0.0 

915 

+  +  + 

1P100000816 

YWHAE 

14-3-3  protein  epsilon 

Non-raft 

3 

35/255 

+  +  + 

1.5 

0.0 

5.0 

4 

0 

13.3 

0 

0 

0.0 

1P100000816 

YWHAE 

14-3-3  protein  epsilon 

Raft 

2 

23/255 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

916 

+  +  + 

1P100220642 

YWHAG 

14-3-3  protein  gamma 

Non-raft 

5 

64/247 

+  +  + 

2.5 

0.5 

5.0 

5 

1 

5.0 

0 

0 

0.0 

1P100220642 

YWHAG 

14-3-3  protein  gamma 

Raft 

2 

25/247 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

917 

+  + 

1P100216319 

YWHAH 

14-3-3  protein  eta 

Non-raft 

2 

25/246 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

918 

+  +  + 

IPIOOO 18 146 

YWHAQ 

14-3-3  protein  theta 

Non-raft 

3 

31/245 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

919 

+ 

1P100021263 

YWHAZ 

14-3-3  protein  zeta/delta 

Non-raft 

5 

68/245 

+ 

2.5 

1.0 

2.5 

5 

2 

2.5 

0 

0 

0.0 

1P100021263 

YWHAZ 

14-3-3  protein  zeta/delta 

Raft 

3 

35/245 

+ 

1.5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

920 

+ 

1P100332936 

ZC3HAV1 

Isoform  2  of  Zinc  finger  CCCH  type  antiviral  protein  1 

Non-raft 

3 

40/699 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

1P100332936 

ZC3HAV1 

Isoform  2  of  Zinc  finger  CCCH  type  antiviral  protein  1 

Raft 

8 

132/699 

- 

4.0 

3.5 

1.1 

7 

7 

1.0 

1 

0 

3.3 

921 

+  +  + 

1P100062698 

ZDHHC12 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC12 

Non-raft 

2 

22/267 

+  +  + 

1.5 

0.0 

5.0 

1 

0 

3.3 

2 

0 

6.7 

1P100062698 

ZDHHC12 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC12 

Raft 

2 

22/267 

+  + 

1.0 

0.0 

3.3 

1 

0 

3.3 

1 

0 

3.3 

922 

+  + 

1P1004 10663 

ZDHHC13 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC13 

Non-raft 

2 

25/622 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

923 

+  + 

1P1004 10687 

ZDHHC17 

Huntingtin  interacting  protein  14 

Non-raft 

2 

18/632 

+  + 

1.0 

0.0 

3.3 

2 

0 

6.7 

0 

0 

0.0 

924 

+  +  +  + 

1P100398974 

ZDHHC20 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC20 

Non-raft 

6 

73/365 

+  +  +  + 

5.5 

0.0 

18.3 

9 

0 

30.0 

2 

0 

6.7 

1P100398974 

ZDHHC20 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC20 

Raft 

2 

38/365 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

925 

+  +  +  +  + 

'  1P100328272 

ZDHHC5 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC5 

Non-raft 

10 

151/715 

+  +  +  +  + 

6.0 

0.0 

20.0 

9 

0 

30.0 

3 

0 

10.0 

1P100328272 

ZDHHC5 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC5 

Raft 

4 

69/715 

+  +  +  + 

3.0 

0.0 

10.0 

4 

0 

13.3 

2 

0 

6.7 

No. 

Prob.  Both 

Acc.Number 

Gene  Symbol 

Description 

Fraction 

Uni. 

Pep. 

Sequence 

Coverage 

Prob.  Each 

Spectral  Counts 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biol.  Replicate 

2nd  Biol.  Replicate 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

926 

+  +  + 

IPI00008350 

ZDHHC6 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC6 

Non-raft 

2 

20/413 

+  +  + 

1.5 

0.0 

5.0 

3 

0 

10.0 

0 

0 

0.0 

927 

+ 

IPI00333858 

ZFR 

117  kDa  protein 

Raft 

2 

26/1079 

+ 

L5 

0.5 

3.0 

3 

1 

3.0 

0 

0 

0.0 

928 

+ 

IPI00020513 

ZYX 

67  kDa  protein 

Non-raft 

2 

35/632 

+ 

1.0 

0.5 

2.0 

2 

1 

2.0 

0 

0 

0.0 

Category 

Criterion 

Avg.  EXP 

Avg.  Ratio 

1st  EXP 

1st 

Ratio 

2nd  EXP 

2nd  Ratio 

Highly  probable 

+  +  +  +  + 

^6 

^3.3 

^3 

^2.5 

^3 

^2.5 

Probable 

+  +  +  + 

Any 

^7.0 

Not  satisfy  the  +  +  +  +  +  eriterion 

+  +  + 

Any 

^5.0  and  <7.0 

+  + 

Any 

^3.3  and  <5.0 

Others 

+ 

Any 

>1.5  and  <3.3 

- 

Any 

<L5 

Note  1.  No.  =  Number  (see  the  1st  eolumn) 

Note  2.  Prob.  Both  =  Probability  in  Both  Fraetions  (see  the  2nd  eolumn) 

Note  3.  Uni.  Pep.  =  Unique  Peptides  (see  the  7th  eolumn) 

Note  4.  Prot.  Eaeh  =  Probability  in  Eaeh  Fraetion  (see  the  9th  eolumn ) 

Note  5.  Avg.  =  Average  (see  the  10th~12th  eolumns). 

Note  6.  To  avoid  division  by  zero,  a  value  of  0.3  was  substituted  for  CON  speetral  eounts  of  0  (see  the  1 1th,  14th,  and  17th  eolumns)  so  that  the  ratios  (see  the  12th, 
15th,  and  18th  eolumns)  eould  be  ealeulated. 

Note  7.  Proteins  were  assorted  aeeording  to  the  Gene  Symbols  (see  the  4th  eolumn). 

Note  8.  Highly  probable  S-aeylated  proteins  were  highlighted  with  yellow  (see  the  3rd~5th  eolumns). 

Note  9.  Potential  false-positives  were  highlighted  with  eyan  (see  the  3rd~5th  eolumns). 

Note  10:  S-aeylated  proteins  were  purified  from  about  1.25  mg  non-raft  and  1.25  mg  raft  proteins,  respeetively. 


Table  S2.  Highly  probable  S-acylated  proteins  identified  by  the  protein-based  procedure. 


Acc.Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protein  Family 

Other  Evidence 

IPI00065486 

ABCB6 

CDNA  FLJ32464  fis,  clone  SKNMC 1000251,  highly  similar  to  Homo  sapiens  MT-ABC 
transporter  (MTABC)  mRNA 

IPI00006675 

ABCC4 

Multidrug  resistance-associated  protein  4 

IPI00013897 

ADAM  10 

ADAM  10  precursor 

2.3  :0 

IPI00008982 

ALDH18A1 

Isoform  Long  of  Delta  l-pyrroline-5-carboxylate  synthetase 

IPIOO 103467 

ALDHIBI 

Aldehyde  dehydrogenase  X,  mitochondrial  precursor 

ALDH 

8120000 

IPIOOO 18031 

ALDH3B1 

Isoform  1  of  Aldehyde  dehydrogenase  3B 1 

ALDH 

8120000 

1P100030431 

ANTXRl 

Isoform  1  of  Anthrax  toxin  receptor  1  precursor 

16401723 

2.7:0 

1P100036552 

ANTXR2 

Isoform  2  of  Anthrax  toxin  receptor  2  precursor 

16401723 

1P100255653 

ATPllA 

Probable  phospholipid-transporting  ATPase  IH 

1P100240793 

ATPllB 

Probable  phospholipid-transporting  ATPase  IF 

4.8:0 

1P100303476 

ATP5B 

ATP  synthase  subunit  beta,  mitochondrial  precursor 

1P100001891 

AUPl 

Isoform  Long  of  Ancient  ubiquitous  protein  1  precursor 

8.5  :0 

1P100002406 

BCAM 

Lutheran  blood  group  glycoprotein  precursor 

IPIOOO 16670 

Cllorf59 

FLJ20625  protein 

21  :2.3 

IPlOO 166051 

C14orf24 

Uncharacterized  protein  C14orf24 

1P100303401 

Clorf75 

FLJ 10874  protein 

2.0:0 

IPlOO 176427 

CADM4 

TSLCl-like  2 

19092927 

rat 

1P100020984 

CANX 

Calnexin  precursor 

18350545 

mouse 

95  :  11 

1P100009236 

CAVl 

Caveolin  1 

11451957 

Caveolin 

1P100298851 

CD151 

CD151  antigen 

11907260 

Tetraspanin 

1P100297160 

CD44 

CD44  antigen  isoform  4  precursor 

16945930 

1P1002 19852 

CD46 

Isoform  B  of  Membrane  cofactor  protein  precursor 

1P1002 15998 

CD63 

CD63  antigen 

11959120 

1P100031713 

CD70 

Tumor  necrosis  factor  ligand  superfamily  member  7 

TNF  reeeptor 

17159908 

1P100000190 

CD81 

CD  81  antigen 

11959120 

1.3  :0 

Tetraspanin 

1P1002 15997 

CD9 

CD9  antigen 

11959120 

Tetraspanin 

IPIOOO 16786 

CDC42 

Isoform  2  of  Cell  division  control  protein  42  homolog  precursor 

19092927 

rat 

Rho 

1P100290039 

CDCPl 

Isoform  1  of  CUB  domain-containing  protein  1  precursor 

1P100141318 

CKAP4 

Isoform  I  of  Cytoskeleton-associated  protein  4 

18296695 

1P100007364 

CLDN3 

Claudin-3 

Claudin 

15769849 

1P100011284 

COMT 

Isoform  Membrane -bound  of  Catechol  0-methyltransferase 

1P100181294 

CSNK1G3 

Isoform  I  of  Casein  kinase  I  isoform  gamma-3 

2.7:0 

Casein  kinase 

14668479 

1P100009633 

CTDSPl 

Carboxy-terminal  domain  RNA  polymerase  II  polypeptide  A  small  phosphatase  1 

2.0:0 

IPlOO 182469 

CTNNDl 

Isoform  lAB  of  Catenin  delta- 1 

19092927 

rat 

1P100019146 

CXADR 

Isoform  I  of  Coxsackievirus  and  adenovirus  receptor  precursor 

12021372 

1P100385987 

DAGLB 

Isoform  I  of  Sn  I -specific  diacylglycerol  lipase  beta 

10:0.8 

1P1002 17282 

DCUN1D3 

DCNl,  defective  in  cullin  neddylation  1,  domain  containing  3 

1P100023780 

DNAJC5 

Isoform  2  of  DnaJ  homolog  subfamily  C  member  5 

9761715 

rat 

2.7:0 

1P100402231 

DNAJC5 

Isoform  I  of  DnaJ  homolog  subfamily  C  member  5 

9761715 

rat 

1P100028931 

DSG2 

desmoglein  2  preproprotein 

2.7:0 

1P1002 16760 

ECEl 

Isoform  C  of  Endothelin-converting  enzyme  I 

10359648 

1P100470711 

EFR3A 

Hypothetical  protein  DKFZp781J0562 

1P100010187 

ELOVLl 

Elongation  of  very  long  chain  fatty  acids  protein  1 

Fatty  acid 
elongation 

Acc.Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protein  Family 

Other  Evidence 

IPI00438286 

ERBB21P 

Isoform  1  of  Protein  LAP2 

18498353 

7.2:0 

IPI00010338 

F3 

Tissue  factor  precursor 

3166978 

IPI00412592 

FAM108B1 

chromosome  9  open  reading  frame  77  isoform  2 

14.8:0 

IPI00303318 

FAM49B 

Protein  FAM49B 

6.5  :  0.7 

IPI00026781 

FASN 

Fatty  acid  synthase 

Fatty  acid 
elongation 

IPI00021048 

FER1L3 

Isoform  1  of  Myoferlin 

IPI00027438 

FLOTl 

Flotillin- 1 

12370178 

mouse 

23.5  :  0 

IPI00029625 

FLOT2 

Flotillin-2 

14599293 

rat 

6.3  :0 

IPI00020228 

FZD6 

Frizzled-6  precursor 

IPI00219018 

GAPDH 

Glyceraldehyde-3 -phosphate  dehydrogenase 

Palmitoylation 
in  vitro 

16128592 

IPI002 17952 

GFPTl 

Isoform  1  of  Glucosamine— fructose-6-phosphate  aminotransferase  [isomerizing]  1 

IPI00305551 

GNAll 

Guanine  nucleotide-binding  protein  subunit  alpha- 1 1 

9175863 

13.5  :0 

G  protein  alpha 

IPI00328744 

GNA12 

Guanine  nucleotide-binding  protein  alpha- 12  subunit 

9485474 

G  protein  alpha 

IPI00290928 

GNA13 

Guanine  nucleotide -binding  protein  alpha- 13  subunit 

10747909 

17.5  :0 

G  protein  alpha 

IPI00337415 

GNAll 

Guanine  nucleotide-binding  protein  G(i),  alpha- 1  subunit 

8484716 

Rat 

G  protein  alpha 

IPI00748145 

GNA12 

guanine  nucleotide  binding  protein  (G  protein),  alpha  inhibiting  activity  polypeptide  2 

8484716 

Rat 

23.8  :  1 

G  protein  alpha 

IPI00220578 

GNA13 

Guanine  nucleotide-binding  protein  G(k)  subunit  alpha 

19.5  :0 

G  protein  alpha 

8484716 

IPI00288947 

GNAQ 

Guanine  nucleotide  binding  protein 

8227063 

38.3  :0 

G  protein  alpha 

IPI002 19835 

GNAS 

Isoform  Gnas-2  of  Guanine  nucleotide-binding  protein  G(s)  subunit  alpha  isoforms  short 

8484716 

Rat 

9.8:0 

G  protein  alpha 

1P1005 14055 

GNAS 

Isoform  Gnas-1  of  Guanine  nucleotide-binding  protein  G(s)  subunit  alpha  isoforms  short 

8484716 

Rat 

G  protein  alpha 

1P100644936 

GNAS 

Guanine  nucleotide-binding  protein  G-s-alpha-3 

8484716 

Rat 

G  protein  alpha 

1P100480022 

GOLGA7 

Isoform  1  of  Golgin  subfamily  A  member  7 

14522980 

5.5  :0 

1P100004962 

GOL1M4 

golgi  phosphoprotein  4 

1P1002 17481 

GPR126 

Developmentally  regulated  G-protein-coupled  receptor  beta  1 

GPCR 

15250498 

1P100022624 

GPRC5A 

Retinoic  acid-induced  protein  3 

1P100471955 

HLA-B 

HLA  class  1  histocompatibility  antigen,  B-50  alpha  chain  precursor 

Homologous  to 
HLA  B-7 

17785801 

1P100473131 

HLA-C 

HLA  class  I  histocompatibility  antigen,  Cw-6  alpha  chain  precursor 

17785801 

1P100008475 

HMGCSl 

Hydroxymethylglutaryl-CoA  synthase,  cytoplasmic 

azidopalmitate 
■  ,  .  labeling 

17971398 

1P100000006 

HRAS 

GTPase  HRas  precursor 

10504264 

8.7:0 

IPIOOO 17726 

HSD17B10 

hydroxyacyl-Coenzyme  A  dehydrogenase,  type  II  isoform  1 

2.5  :  0.3 

azidopalmitate 

labeling 

17971398 

1P100027422 

1TGB4 

Isoform  Beta-4C  of  Integrin  beta-4  precursor 

14517202 

IPIOOO 160 14 

1TM2C 

Isoform  1  of  Integral  membrane  protein  2C 

1P100029046 

K1AA0152 

Protein  KIAA0152  precursor 

33.5  :0 

1P100423568 

KRAS 

Isoform  2A  of  GTPase  KRas 

3023817 

10.8:0 

1P100014172 

LAPTM4A 

Lysosomal-associated  transmembrane  protein  4A 

1P100219219 

LGALSl 

Galectin-1 

1P100221240 

LNPEP 

Isoform  2  of  Leucyl-cystinyl  aminopeptidase 

14.7  :  0.3 

1P100427739 

LRRCl 

Isoform  1  of  Leucine-rich  repeat-containing  protein  1 

4.3  :0 

Acc.Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protein  Family 

Other  Evidence 

IPI00409640 

LSR 

Isoform  1  of  Lipolysis-stimulated  lipoprotein  receptor 

Cystein-rich 

domain 

IPI00298625 

LYN 

v-yes-1  Yamaguchi  sarcoma  viral  related  oncogene  homolog 

10669752 

IPI00025049 

M6PR 

Cation-dependent  mannose-6-phosphate  receptor  precursor 

8647889 

bovine 

IPI00016334 

MCAM 

Isoform  1  of  Cell  surface  glycoprotein  MUCl  8  precursor 

IPI002 18398 

MMP14 

Matrix  metalloproteinase- 14  precursor 

15946988 

IPIOO 174976 

MPP5 

Isoform  1  of  MAGUK  p55  subfamily  member  5 

MAGUK  p55 

1713685 

1P100303280 

MPP6 

MAGUK  p55  subfamily  member  6 

2.3  :0 

MAGUK  p55 

1713685 

1P100017515 

MREG 

DSU  protein 

3.8:0 

1P100328715 

MTDH 

Protein  LYRIC 

45  :0 

1P100385172 

MUCl 

Mucin  1,  transmembrane 

16507569 

1P100021983 

NCSTN 

Isoform  1  of  Nicastrin  precursor 

19028695 

1P100005107 

NPCl 

Niemann-Pick  Cl  protein  precursor 

1P100000005 

NRAS 

GTPase  NRas  precursor 

2661017 

1P100299594 

NRPl 

Isoform  1  of  Neuropilin-1  precursor 

IPIOOO 17231 

NRSN2 

Protein  C20orf98 

1P100022674 

OSMR 

oncostatin  M  receptor 

1P100329572 

PACS1N3 

49  kDa  protein 

1P100020124 

P14K2A 

Phosphatidylinositol  4-kinase  type  11 

19211550 

rat 

30.0  :  0 

1P100291068 

P14K2B 

Phosphatidylinositol  4-kinase  type-11  beta 

17927563 

bovine 

4.5  :0 

1P100005181 

PLSCRl 

Phospholipid  scramblase  1 

12564925 

PLSCR 

1P100216127 

PLSCR3 

Phospholipid  scramblase  3 

PLSCR 

12564925 

1P100419585 

PPIA 

Peptidyl-prolyl  cis-trans  isomerase  A 

1P100028077 

PSENl 

Isoform  1  of  Presenilin-1 

1.3  :0 

IPlOO 179964 

PTBPl 

Isoform  1  of  Polypyrimidine  tract-binding  protein  1 

6.7  :  0.5 

1P100022048 

PTGFRN 

Prostaglandin  F2  receptor  negative  regulator  precursor 

1P100168812 

PTK7 

PTK7  protein  tyrosine  kinase  7  isoform  d  precursor 

3.2:0 

1P100032903 

PTRH2 

Peptidyl-tRNA  hydrolase  2,  mitochondrial  precursor 

19:0 

1P1002 19425 

PVR 

Isoform  Beta  of  Poliovirus  receptor  precursor 

1P100022661 

PVRL2 

Isoform  Delta  of  Poliovirus  receptor-related  protein  2  precursor 

IPIOOO 165 13 

RABIO 

Ras-related  protein  Rab-10 

Ras-related 

1P100291928 

RAB14 

Ras-related  protein  Rab-14 

Ras-related 

1P100005719 

RABIA 

RABIA,  member  RAS  oncogene  family 

Ras-related 

1P100008964 

RABIB 

Ras-related  protein  Rab-IB 

16.0  :  4.0 

Ras-related 

1P100300096 

RAB35 

Ras-related  protein  Rab-35 

Ras-related 

1P100016339 

RAB5C 

Ras-related  protein  Rab-5C 

3.5  :  0.5 

Ras-related 

1P100028481 

RAB8A 

Ras-related  protein  Rab-8A 

Ras-related 

1P100217519 

RALA 

Ras-related  protein  Ral-A 

Ras-related 

1P100004397 

RALB 

Ras-related  protein  Ral-B 

Ras-related 

IPIOOO 19346 

RAP2A 

Ras-related  protein  Rap-2a 

22:0 

Highly 

homologous  to 
RAP2B 

18582561 

1P100018364 

RAP2B 

Ras-related  protein  Rap-2b  precursor 

18582561 

37:0 

1P100009607 

RAP2C 

Ras-related  protein  Rap-2c  precursor 

34:0 

Ras-related 

1P100000041 

RHOB 

Rho-related  GTP -binding  protein  RhoB  precursor 

1400319 

Rho 

IPIOOO 17342 

RHOG 

Rho-related  GTP -binding  protein  RhoG  precursor 

Rho 

1P100024933 

RPL12 

60S  ribosomal  protein  L12 

4.2:0 

Acc.Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protein  Family 

Other  Evidence 

IPI00550021 

RPL3 

60S  ribosomal  protein  L3 

6.3  :0 

IPI00301271 

RPN2 

Dolichyl-diphosphooligosaccharide -protein  glycosyltransferase  63  kDa  subunit  precursor 

IPI00179330 

RPS27A 

ubiquitin  and  ribosomal  protein  S27a  precursor 

IPI00020418 

RRAS 

Ras-related  protein  R-Ras 

12890755 

5.2:0 

IPI00012512 

RRAS2 

Ras-related  protein  R-Ras2 

Homologous  to 
RRAS 

12890755 

IPI00061267 

RSPRYl 

Ring  finger  and  SPRY  domain  containing  1 

3.2:0 

IPI00005129 

SCAMPI 

Isoform  1  of  Secretory  carrier-associated  membrane  protein  1 

19092927 

rat 

8.7:0 

SCAMP 

IPI002 18850 

SCAMP2 

Secretory  carrier-associated  membrane  protein  2 

7.8:0 

SCAMP 

IPI00306382 

SCAMP3 

Isoform  1  of  Secretory  carrier-associated  membrane  protein  3 

21  :2.8 

SCAMP 

IPI00056310 

SCAMP4 

Secretory  carrier-associated  membrane  protein  4 

SCAMP 

IPIOO 177968 

SCARE  1 

Isoform  1  of  Scavenger  receptor  class  B  member  1 

IPI002 17766 

SCARB2 

Lysosome  membrane  protein  2 

IPI004 10666 

SCRIB 

Isoform  3  of  Protein  LAP4 

8.3  :0 

LAP 

18498353 

IPIOOO 19472 

SLC1A5 

Neutral  amino  acid  transporter  B(0) 

10  :  1.1 

IPI00007188 

SLC25A5 

ADP/ATP  translocase  2 

IPI00384867 

SLC35B2 

Isoform  2  of  Adenosine  3'-phospho  5'-phosphosulfate  transporter  1 

3.2:0 

IPI004 10034 

SLC38A2 

Putative  40-9-1  protein 

5.0:0 

IPI00221393 

SLC44A1 

Isoform  1  of  Choline  transporter-like  protein  1 

IPI00027728 

SLC7A1 

High-affinity  cationic  amino  acid  transporter  1 

4.3  :0 

IPI00010438 

SNAP23 

Isoform  SNAP-23a  of  Synaptosomal-associated  protein  23 

10329400 

25  :  1.5 

IPI002 19682 

STOM 

Erythrocyte  band  7  integral  membrane  protein 

10338112 

3.0:0 

IPI00009225 

STX8 

Syntaxin-8 

18980942 

8.8:  0.3 

Syntaxin 

IPI00399142 

SURF4 

Surfeit  4 

7.8:0 

IPI00022462 

TFRC 

Transferrin  receptor  protein  1 

2398066 

71  :  16 

IPI00021975 

TNFRSFIOA 

Tumor  necrosis  factor  receptor  superfamily  member  lOA  precursor 

19090789 

TNF  receptor 

17159908 

IPI00296379 

TNFRSFIOB 

Isoform  Long  of  Tumor  necrosis  factor  receptor  superfamily  member  lOB  precursor 

TNF  receptor 

17159908 

IPI00009111 

TPBG 

Trophoblast  glycoprotein  precursor 

IPI00004324 

TRAPPC3 

Trafficking  protein  particle  complex  subunit  3 

15692564 

IPI00877061 

TTYH3 

Isoform  3  of  protein  tweety  homolog  3 

IPI00395887 

TXNDCl 

Thioredoxin  domain-containing  protein  1  precursor 

63  :0 

IPI00064193 

TXNDCIO 

Isoform  1  of  Protein  disulfide-isomerase  TXNDCIO  precursor 

9.0:0 

IPIOOO 17227 

UBTDl 

Ubiquitin  domain-containing  protein  1 

IPI00549343 

VAMP3 

Vesicle-associated  membrane  protein  3 

2.7  :  0.3 

Synaptobrevin 

10845776 

IPI00013236 

VAMP7 

Isoform  2  of  Synaptobrevin-like  protein  1 

Synaptobrevin 

10845776 

IPI00031195 

VANGLl 

Isoform  1  of  Vang-like  protein  1 

13  :0 

IPI00013981 

YESl 

Proto-oncogene  tyrosine-protein  kinase  Yes 

7980442 

monkey 

4.0:0 

IPI00328272 

ZDHHC5 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC5 

4.7:0 

DHHC  protein 

Note  1.  Acc.  Number  =  Accession  Number  (see  the  1st  column) 

Note  2.  Spectral  count  ratio  of  candidate  palmitoyl  proteins  (PMID:  19137006)  (see  the  6th  column) 


Table  S3.  Probable  S-acylated  proteins  identified  by  the  protein-based  procedure, 


Prob.  Both 

Acc.  Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protei  Family 

+  + 

IPI00002230 

AADACLl 

Arylacetamide  deacetylase-like  1 

2.2:0 

+  + 

IPI00008338 

ABCCl 

Isoform  2  of  Multidmg  resistance-associated  protein  1 

+  + 

IPI00001539 

ACAA2 

3-ketoacyl-CoA  thiolase,  mitochondrial 

+  + 

IPI00003807 

ACP2 

Lysosomal  acid  phosphatase  precursor 

+  + 

IPI00029737 

ACSL4 

Isoform  Long  of  Long-chain-fatty-acid— CoA  ligase  4 

+  +  + 

IPI00029606 

ADAM  17 

Isoform  B  of  ADAM  17  precursor 

+  +  + 

IPI00025057 

ADAR 

Isoform  2  of  Double-stranded  RNA-specific  adenosine  deaminase 

+  +  +  + 

IPI00019141 

AGP  ATI 

l-acyl-sn-glycerol-3 -phosphate  acyltransferase  alpha 

17  :  0 

+  +  + 

IPI00385128 

AGPAT7 

Isoform  1  of  l-acyl-sn-glycerol-3 -phosphate  acyltransferase  eta 

+  +  + 

IPI00856045 

AHNAK2 

Isoform  1  of  protein  AHNAK2 

+  + 

IPI00000690 

AlFMl 

Isoform  1  of  Programmed  cell  death  protein  8,  mitochondrial  precursor 

+  + 

IPI00015102 

ALCAM 

CD  166  antigen  precursor 

+  +  + 

IPI00019888 

ALDH5A1 

Succinate  semialdehyde  dehydrogenase,  mitochondrial  precursor 

ALDH 

8120000 

+  +  + 

IPI00024990 

ALDH6A1 

Methylmalonate-semialdehyde  dehydrogenase  [acylating],  mitochondrial  precursor 

ALDH 

8120000 

+  +  + 

IPI00555692 

ANXA4 

ANXA4  protein 

+  + 

IPIOOO 16621 

AP2A2 

AP-2  complex  subunit  alpha-2 

+  +  +  + 

1P100005163 

ARL15 

ARFRP2  protein 

2.7:0 

+  +  + 

1P100007426 

ARL61P5 

PRAl  family  protein  3 

+  +  + 

IPlOO 167074 

ARL61P6 

Phosphonoformate  immuno-associated  protein  1 

3.0:0 

+  +  + 

1P100013698 

ASAHl 

Acid  ceramidase  precursor 

+  + 

1P100420014 

ASCC3L1 

U5  small  nuclear  ribonucleoprotein  200  kDa  helicase 

4.7  :  1.2 

+  +  + 

1P100554777 

ASNS 

Asparagine  synthetase 

+  +  +  + 

IPlOO 177661 

ATP  13  A3 

PREDICTED:  similar  to  Probable  cation-transporting  ATPase  13 A3  (ATPase  family 
homolog  up-regulated  in  senescence  cells  1)  isoform  2 

3.5  :0 

+  + 

1P100220473 

ATP2C1 

Isoform  2  of  Calcium-transporting  ATPase  type  2C  member  1 

+  + 

1P1002 19291 

ATP5J2 

ATP  synthase,  H+  transporting,  mitochondrial  FO  complex,  subunit  F2  isoform  2b 

+  + 

1P100007611 

ATP50 

ATP  synthase  O  subunit,  mitochondrial  precursor 

2.8:  0.3 

+  + 

1P100024368 

ATP9A 

Isoform  Long  of  Probable  phospholipid-transporting  ATPase  IIA 

+  + 

1P100456359 

ATXN2L 

Isoform  I  of  Ataxin-2-like  protein 

+  +  + 

1P100215767 

B4GALT1 

Isoform  Long  of  Beta-I,4-galactosyltransferase  I 

2.5  :0 

+  +  + 

1P100000643 

BAG2 

BAG  family  molecular  chaperone  regulator  2 

+  +  +  + 

1P100033075 

BATS 

Protein  BATS 

11  :0 

+  +  +  + 

1P100019835 

BCL2L12 

Isoform  I  of  Bcl-2 -related  proline -rich  protein 

+  +  +  + 

1P100030959 

C13orfl 

24  kDa  protein 

+  +  +  + 

1P100006980 

C14orfl66 

Protein  C14orfl66 

+  + 

1P100056357 

C19orfl0 

Uncharacterized  protein  C19orfl0  precursor 

+  + 

1P100024913 

C21orf33 

Isoform  Long  of  ESI  protein  homolog,  mitochondrial  precursor 

+  +  +  + 

1P100550440 

C2orfl8 

Uncharacterized  protein  C2orfl  8  precursor 

+  +  +  + 

1P100024618 

C3orf37 

UPF0361  protein  DC  12 

+  + 

1P100550571 

CSorflS 

Keratinocytes-associated  transmembrane  protein  2  precursor 

+  +  + 

1P100031617 

C6orfl25 

Protein  C6orfl25 

+  + 

1P100007067 

C9orfl9 

Golgi-associated  plant  pathogenesis-related  protein  1 

+  + 

IPIOOO 12429 

C9orf5 

Isoform  2  of  Protein  C9orf5 

+  +  + 

1P100395627 

CACYBP 

Isoform  I  of  Calcyclin-binding  protein 

+  +  + 

1P100008274 

CAPl 

Adenylyl  cyclase-associated  protein  1 

Prob.  Both 

Acc.  Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protei  Family 

+  + 

IPI00643994 

CAPN5 

CDNA  FEJ46245  fis,  clone  TEST14020596,  highly  similar  to  Homo  sapiens  ealpain  5 

+  +  + 

IPI00026185 

CAPZB 

Isoform  1  of  F-aetin  eapping  protein  subunit  beta 

+  +  +  + 

IPI005 14301 

CASK 

Peripheral  plasma  membrane  protein  CASK 

+  +  +  + 

IPIOOO 19870 

CAV2 

Isoform  Alpha  of  Caveolin-2 

Caveolin 

+  + 

1P100410093 

CCDC69 

eoiled-eoil  domain  eontaining  69 

+  +  +  + 

1P100334743 

CCNY 

Isoform  2  of  Cyelin  fold  protein  1 

5.3  :0 

+  +  +  + 

1P100185371 

CCNYLl 

CDNA  FEJ40432  fis,  elone  TEST12039227 

2.0:0 

+  +  +  + 

1P100410488 

CD276 

Isoform  1  of  CD276  antigen  preeursor 

+  +  + 

1P100000059 

CD58 

EFA-3 

+  +  +  + 

1P100024973 

CDC42SE2 

CDC42  small  effeetor  2 

2.2:0 

+  +  + 

1P100015713 

CDKALl 

CDK5  regulatory  subunit  assoeiated  protein  1-like  1 

+  + 

1P100045511 

CLCCl 

Mid- 1 -related  ehloride  ehannel  1  isoform  1 

+  +  +  + 

1P100000691 

CLDNl 

Claudin-1 

Claudin 

15769849 

+  +  +  + 

1P100059710 

CLDN23 

Claudin-23 

Claudin 

15769849 

+  +  +  + 

1P100072743 

CLDNDl 

Isoform  1  of  Claudin  domain-eontaining  protein  1 

+  + 

1P100024776 

CLGN 

Calmegin  preeursor 

4.7:0 

+  + 

1P100001960 

CL1C4 

Chloride  intraeellular  ehannel  protein  4 

+  + 

1P100430813 

CNBP 

Isoform  2  of  Cellular  nueleie  aeid-binding  protein 

+  +  + 

1P100220993 

CNP 

Isoform  CNPl  of  2',3'-cyelie-nueleotide  3 '-phosphodiesterase 

+  + 

1P100007058 

CORO  IB 

Coronin-IB 

+  +  +  + 

1P100027078 

CPD 

Carboxypeptidase  D  preeursor 

12643288 

8.0:0 

+  + 

1P100032038 

CPTIA 

Isoform  1  of  Carnitine  O -palmitoyltransferase  1,  liver  isoform 

4.0:0 

+  +  + 

1P1002 19823 

CSNKIGI 

Isoform  IS  of  Casein  kinase  1  isoform  gamma- 1 

2.3  :0 

Casein  kinase 

14668479 

+  +  + 

1P100297767 

CSNK1G2 

Casein  kinase  1  isoform  gamma-2 

+  +  + 

1P100024826 

CTDSPL 

CTD  small  phosphatase-like  protein 

+  + 

1P100215948 

CTNNAl 

Isoform  1  of  Catenin  alpha- 1 

+  + 

IPIOOO 19994 

CXorflS 

Gamma-taxilin 

+  +  +  + 

1P100303954 

CYB5B 

eytoehrome  b5  outer  mitoehondrial  membrane  preeursor 

+  + 

IPlOO 102928 

CYB5D2 

Cytoehrome  b5  domain  eontaining  2 

+  +  +  + 

1P100337800 

DAAMl 

Isoform  1  of  Disheveled-assoeiated  aetivator  of  morphogenesis  1 

2.5  :0 

+  + 

1P100003406 

DBNl 

Drebrin 

+  + 

1P100300567 

DCl 

Isoform  I  of  3,2-trans-enoyl-CoA  isomerase,  mitoehondrial  preeursor 

+  + 

1P100030320 

DDX6 

Probable  ATP-dependent  RNA  heliease  DDX6 

+  +  + 

1P100003482 

DECRl 

2,4-dienoyl-CoA  reduetase,  mitoehondrial  preeursor 

+  + 

1P100299076 

EBAG9 

Reeeptor-binding  eaneer  antigen  expressed  on  SiSo  eells  (Fragment) 

9.7:0 

+  +  + 

1P100024993 

ECHSl 

Enoyl-CoA  hydratase,  mitoehondrial  preeursor 

+  +  +  + 

1P100376317 

EDC4 

autoantigen  RCD8 

2.8:0 

+  + 

1P100023048 

EEFID 

Elongation  faetor  1 -delta 

2.0  :  0.3 

+  +  +  + 

1P100304661 

EEPDl 

hypothetieal  protein  EOC80820 

+  +  + 

IPIOOO 169 10 

E1F3C 

Eukaryotie  translation  initiation  faetor  3  subunit  8 

2.8:  0.5 

+  + 

1P100654777 

E1F3F 

Eukaryotie  translation  initiation  faetor  3  subunit  5 

+  + 

1P100290460 

E1F3G 

Eukaryotie  translation  initiation  faetor  3  subunit  4 

+  +  + 

1P100647650 

E1F3H 

Eukaryotie  translation  initiation  faetor  3  subunit  3 

+  +  + 

1P100033143 

E1F3K 

Eukaryotie  translation  initiation  faetor  3  subunit  12 

+  +  +  + 

1P100022648 

E1F5 

Eukaryotie  translation  initiation  faetor  5 

+  +  + 

1P100006935 

E1F5A2 

Eukaryotie  translation  initiation  faetor  5A-2 

+  + 

1P100010105 

E1F6 

Eukaryotie  translation  initiation  faetor  6 

Prob.  Both 

Acc.  Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protei  Family 

+  +  + 

IPI00006438 

ERG1C3 

Isoform  1  of  Endoplasmic  reticulum-Golgi  intermediate  eompartment  protein  3 

4.5:0 

+  +  + 

IPI00024911 

ERP29 

Endoplasmie  retieulum  protein  ERp29  preeursor 

+  +  + 

IPI00429191 

ETFl 

Eukaryotie  peptide  ehain  release  faetor  subunit  1 

+  + 

IPI00015905 

EXOSC2 

Exosome  eomplex  exonuelease  RRP4 

+  + 

IPI00073602 

EXOSC6 

homolog  of  yeast  mRNA  transport  regulator  3 

+  + 

IPI00747290 

FAM108C1 

Isoform  2  of  abhydrolase  domain-eontaining  protein  FAM108C1 

2.2:0 

+  + 

IPI00039626 

FAM120A 

Isoform  D  of  UPF0318  protein  FAM120A 

+  + 

IPI00021923 

FAM3C 

Protein  FAM3C  preeursor 

+  +  +  + 

IPI00174757 

FBXE20 

F-box/LRR-repeat  protein  20 

+  + 

IPIOOO 13281 

FKRP 

Fukutin-related  protein 

+  +  + 

1P100301987 

FLJ20323 

hypothetieal  protein  FLJ20323 

+  + 

IPIOOO 16250 

FXR2 

Fragile  X  mental  retardation  syndrome-related  protein  2 

+  + 

1P100025273 

GART 

Isoform  Long  of  Trifunetional  purine  biosynthetie  protein  adenosine-3 

+  +  +  + 

1P100220281 

GNAOl 

Guanine  nueleotide-binding  protein  G(o)  subunit  alpha  1 

8484716 

Rat 

12  :  0 

G  alpha 

+  +  +  + 

1P100027497 

GPl 

Glueose-6-phosphate  isomerase 

+  +  +  + 

1P100099883 

GPRC5C 

G-protein  eoupled  reeeptor  family  C  group  5  member  C  preeursor 

GPCR 

15250498 

+  + 

1P100332155 

GPRINI 

Isoform  1  of  G  protein-regulated  indueer  of  neurite  outgrowth  1 

+  +  + 

IPIOOO 11913 

HNRNPAO 

Heterogeneous  nuelear  ribonueleoprotein  AO 

+  +  + 

1P100419373 

HNRPA3 

Isoform  1  of  Heterogeneous  nuelear  ribonueleoprotein  A3 

+  + 

1P100171903 

HNRPM 

heterogeneous  nuelear  ribonueleoprotein  M  isoform  a 

+  +  +  + 

1P100289819 

1GF2R 

Cation-independent  mannose-6-phosphate  reeeptor  preeursor 

9.3  :  1.3 

+  +  + 

1P100056478 

1GSF8 

Isoform  1  of  Immunoglobulin  superfamily  member  8  preeursor 

11:0 

+  +  + 

1P100788962 

ILIORB 

Protein 

+  + 

1P100006774 

1L27RA 

lnterleukin-27  reeeptor  subunit  alpha 

+  +  + 

1P100297124 

1L6ST 

Isoform  1  of  lnterleukin-6  reeeptor  beta  ehain  preeursor 

+  +  + 

1P100554541 

ILVBL 

ilvB  (baeterial  aeetolaetate  synthase)-like  isoform  1 

+  + 

1P100032262 

1NPP5A 

Type  1  inositol- 1, 4, 5-trisphosphate  5-phosphatase 

+  + 

1P100215995 

1TGA3 

Isoform  Alpha-3  A  of  Integrin  alpha-3  preeursor 

+  +  +  + 

1P100010697 

1TGA6 

Isoform  Alpha-6X1X2B  of  Integrin  alpha-6  preeursor 

+  +  + 

1P100031821 

1TM2B 

Integral  membrane  protein  2B 

+  +  + 

1P100006130 

K1AA0494 

Uneharaeterized  ealeium-binding  protein  K1AA0494 

4.7:0 

+  +  + 

1P1002 17007 

K1AA2013 

Novel  protein 

4.3  :0 

+  +  + 

1P100004503 

LAMPl 

lysosomal-assoeiated  membrane  protein  1 

+  +  + 

1P100103994 

LARS 

Leueyl-tRNA  synthetase,  eytoplasmie 

6.8  :  1.3 

+  + 

1P100395993 

LAT2 

Isoform  1  of  Linker  for  aetivation  of  T-eells  family  member  2 

+  + 

1P1003 94952 

LCK 

lymphoeyte-speeifie  protein  tyrosine  kinase  preeursor 

9092949 

75  :  1.1 

+  +  + 

1P100020007 

LMBRDl 

LMBRl  domain  eontaining  1 

+  +  +  + 

1P100293336 

LOC153364 

similar  to  metallo-beta-laetamase  superfamily  protein 

bo 

o 

+  +  + 

1P100373972 

LOC388564 

PREDICTED:  hypothetieal  protein 

+  +  + 

1P100291695 

LOC493869 

CDNA  FLJ23636  fis,  clone  CAS07176 

+  +  + 

1P1004 14231 

LRPIO 

Isoform  1  of  Low-density  lipoprotein  reeeptor-related  protein  10  preeursor 

LDL  receptor 

18378904 

+  + 

1P100021027 

LRP12 

Low-density  lipoprotein  reeeptor-related  protein  12  preeursor 

LDL  receptor 

18378904 

+  + 

1P100170935 

LRRC47 

Leueine-rieh  repeat-eontaining  protein  47 

+  +  + 

1P100007321 

LYPLAl 

Isoform  1  of  Aeyl-protein  thioesterase  1 

+  +  + 

1P100090807 

METTL7B 

Methyltransferase-like  protein  7B  preeursor 

+  + 

1P100002236 

MFGE8 

Laetadherin  preeursor 

+  +  +  + 

1P100395906 

MGC59937 

Similar  to  RIKEN  eDNA  2310002J15  gene 

Prob.  Both 

Acc.  Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protei  Family 

+  +  + 

IPI00215610 

MPPl 

55  kDa  erythroc54;e  membrane  protein 

1713685 

+  +  + 

IPI00219365 

MSN 

Moesin 

+  +  + 

IPIOO 102685 

MYADM 

Myeloid-assoeiated  differentiation  marker 

1.3  :0 

+  + 

IPI00023748 

NACA 

Naseent  polypeptide-assoeiated  eomplex  subunit  alpha 

+  + 

IPI00306960 

NARS 

Asparaginyl-tRNA  synthetase,  eytoplasmie 

+  + 

IPI00444262 

NCL 

CDNA  FLJ45706  fis,  elone  FEBRA2028457,  highly  similar  to  Nueleolin 

+  + 

IPI00470649 

NCLN 

Isoform  1  of  Niealin  preeursor 

+  +  + 

IPI00012235 

NDFIPI 

Isoform  1  of  NEDD4  family- interaeting  protein  1 

4.7  :  0.7 

+  +  + 

IPIOOO 12048 

NMEl 

Nueleoside  diphosphate  kinase  A 

+  +  + 

1P100304596 

NONO 

Non-POU  domain-eontaining  oetamer-binding  protein 

+  + 

IPIOOO 17672 

NP 

CDNA  FLJ25678  fis,  elone  TST04067,  highly  similar  to  PURINE  NUCLEOSIDE 
PHOSPHORYLASE 

+  + 

1P100026216 

NPEPPS 

Puromyein- sensitive  aminopeptidase 

+  + 

1P100220740 

NPMl 

Isoform  2  of  Nueleophosmin 

+  +  +  + 

IPIOOO 12069 

NQOl 

NAD(P)H  dehydrogenase  [quinone]  1 

+  + 

1P100008524 

PABPCl 

Isoform  1  of  Polyadenylate -binding  protein  1 

+  +  + 

1P100020464 

PAGl 

Phosphoprotein  assoeiated  with  glyeosphingolipid-enriehed  mierodomains  1 

12626544 

Mouse 

+  +  +  + 

1P100301023 

PALM 

Isoform  1  of  Paralemmin 

19299482 

monkey 

+  +  + 

1P100073769 

PALM2 

A  kinase 

+  + 

IPIOOO 18873 

PBEFl 

Isoform  1  of  Nieotinamide  phosphoribosyltransferase 

+  +  +  + 

1P100869136 

PCNXL3 

Isoform  1  of  Peeanex-like  protein  3 

+  +  + 

1P100306301 

PDHAl 

Pyruvate  dehydrogenase  El  eomponent  alpha  subunit,  somatie  form,  mitoehondrial 
preeursor 

+  +  + 

1P100293189 

PERP 

Isoform  1  of  p53  apoptosis  effeetor  related  to  PMP-22 

+  +  + 

1P100549725 

PGAMl 

Phosphoglyeerate  mutase  1 

+  +  + 

IPIOOO 17334 

PHB 

Prohibitin 

+  + 

1P100021076 

PKP4 

Isoform  Long  of  Plakophilin-4 

+  +  + 

IPlOO 152701 

PLCD3 

phospholipase  C  delta  3 

+  + 

1P100012865 

PLDl 

Isoform  PLDl  A  of  Phospholipase  D1 

11121416 

rat 

+  +  + 

1P100030362 

PLP2 

Proteolipid  protein  2 

+  + 

1P100165506 

POLD1P2 

Polymerase  delta-interaeting  protein  2 

+  + 

1P100005705 

PPPICC 

Isoform  Gamma- 1  of  Serine/threonine-protein  phosphatase  PPl -gamma  eatalytie  subunit 

+  + 

1P100063273 

PPP1R16A 

Protein  phosphatase  1  regulatory  subunit  1 6A 

+  + 

1P100026994 

PRAF2 

PRAl  family  protein  2 

7.7:0 

+  +  +  + 

1P100009276 

PROCR 

Endothelial  protein  C  reeeptor  preeursor 

+  + 

1P100004968 

PRPF19 

Pre-mRNA-proeessing  faetor  19 

2.2  :  0.3 

+  + 

1P100030770 

PSMGl 

Isoform  1  of  Down  syndrome  eritieal  region  protein  2 

+  +  + 

1P100103525 

PSPCl 

paraspeekle  protein  1  isoform  alpha 

+  + 

1P100298347 

PTPNll 

Isoform  2  of  Tyrosine-protein  phosphatase  non-reeeptor  type  1 1 

+  +  +  + 

IPlOO 107831 

PTPRF 

Reeeptor-type  tyrosine-protein  phosphatase  F  preeursor 

+  +  + 

IPIOOO 11 651 

PTPRG 

Reeeptor-type  tyrosine-protein  phosphatase  gamma  preeursor 

+  +  +  + 

1P100023974 

PTTGllP 

Pituitary  tumor-transforming  gene  1  protein-interaeting  protein  preeursor 

+  +  + 

1P100023504 

RAB3A 

Ras-related  protein  Rab-3  A 

Ras-related 

+  +  + 

1P100300562 

RAB3B 

Ras-related  protein  Rab-3B 

Ras-related 

+  +  + 

1P100032808 

RAB3D 

Ras-related  protein  Rab-3D 

Ras-related 

+  + 

IPIOOO 16891 

RAB6B 

Ras-related  protein  Rab-6B 

Prob.  Both 

Acc.  Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protei  Family 

+  + 

IPIOOO 10271 

RACl 

Isoform  A  of  Ras-related  C3  botulinum  toxin  substrate  1  precursor 

+  +  +  + 

1P100643041 

RAN 

GTP-binding  nuclear  protein  Ran 

Ras-related 

+  +  + 

1P100031755 

RCEl 

CAAX  prenyl  protease  2 

+  +  +  + 

1P100024670 

REEP5 

Receptor  expression-enhancing  protein  5 

+  +  +  + 

1P1002 16890 

RELLl 

Similar  to  expressed  sequence  AA536743 

+  +  +  + 

1P100103867 

REEL 

Isoform  1  of  Rififylin 

+  + 

1P100005250 

RGS17 

Regulator  of  G-protein  signaling  17 

RGS 

8986788 

+  + 

1P100028108 

RGS19 

Regulator  of  G-protein  signaling  19 

8986788 

3.5  :0 

RGS 

+  +  +  + 

1P100008802 

RGS20 

Isoform  6  of  Regulator  of  G-protein  signaling  20 

+  +  +  + 

1P100027500 

RHOA 

Transforming  protein  RhoA  precursor 

Rho 

+  +  + 

1P100027434 

RHOC 

Rho-related  GTP-binding  protein  RhoC  precursor 

Rho 

+  +  + 

1P100023511 

RNE167 

RING  finger  protein  167  precursor 

+  +  + 

IPIOOO 10405 

RORl 

Isoform  Long  of  Tyrosine-protein  kinase  transmembrane  receptor  RORl  precursor 

+  +  + 

1P100026627 

RP2 

Protein  XRP2 

10942419 

+  + 

1P100020127 

RPAl 

Replication  protein  A  70  kDa  DNA-binding  subunit 

+  +  + 

1P1004 12579 

RPLIOA 

60S  ribosomal  protein  LlOa 

0.7:0 

+  +  + 

1P100304612 

RPL13A 

60S  ribosomal  protein  El 3a 

+  + 

1P100375511 

RPL15 

26  kDa  protein 

+  +  + 

1P100215719 

RPL18 

60S  ribosomal  protein  El 8 

+  + 

1P100182533 

RPL28 

60S  ribosomal  protein  L28 

+  +  + 

1P100219156 

RPL30 

60S  ribosomal  protein  L30 

+  + 

1P100029731 

RPL35A 

60S  ribosomal  protein  L35a 

+  + 

1P100000494 

RPL5 

60S  ribosomal  protein  L5 

3.2:  0.3 

+  +  + 

IPIOOO 12772 

RPL8 

60S  ribosomal  protein  L8 

+  + 

1P100031691 

RPL9 

60S  ribosomal  protein  L9 

+  +  +  + 

1P100025091 

RPSll 

40S  ribosomal  protein  SI  1 

+  +  + 

1P100221091 

RPS15A 

40S  ribosomal  protein  SI 5a 

+  + 

1P100221093 

RPS17 

40S  ribosomal  protein  S17 

14:3.0 

+  + 

IPIOOO 12493 

RPS20 

40S  ribosomal  protein  S20 

+  + 

1P1004 19880 

RPS3A 

40S  ribosomal  protein  S3a 

3.8:  0.5 

+  + 

1P100008433 

RPS5 

40S  ribosomal  protein  S5 

5.0:  0.3 

+  + 

IPIOOO 134 15 

RPS7 

40S  ribosomal  protein  S7 

+  +  + 

1P100221088 

RPS9 

40S  ribosomal  protein  S9 

3.7:0 

+  + 

1P100023101 

RQCDl 

Homo  sapiens  protein  involved  in  sexual  development,  complete  cds 

+  + 

1P100021766 

RTN4 

Isoform  1  of  Reticulon-4 

12:2.7 

+  + 

1P100298289 

RTN4 

Isoform  2  of  Reticulon-4 

+  + 

1P100021187 

RUVBLl 

Isoform  1  of  RuvB-like  1 

+  + 

1P100329600 

SCCPDH 

Probable  saccharopine  dehydrogenase 

3.5  :0 

+  +  + 

IPlOO 106642 

SDE2L1 

Dihydropyrimidinase-like  2 

+  +  + 

1P100006865 

SEC22B 

Vesicle-trafficking  protein  SEC22b 

+  + 

1P1002 18922 

SEC63 

Translocation  protein  SEC63  homolog 

+  + 

1P100216139 

SEPT6 

septin  6  isoform  A 

+  +  +  + 

1P100033025 

SEPT7 

Septin-7 

+  +  + 

1P100413817 

SERINCI 

Serine  incorporator  1 

+  +  + 

IPlOO 166444 

SET2D3 

Vesicle  transport  protein  SPT2C 

1.7:0 

+  + 

1P100009368 

SEXNl 

Sideroflexin-1 

+  + 

1P100394753 

SLC11A2 

Isoform  1  of  Natural  resistance-associated  macrophage  protein  2 

Prob.  Both 

Acc.  Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protei  Family 

+  +  +  + 

IPI00006666 

SLC16A3 

Monocarboxylate  transporter  4 

+  +  +  + 

IPI00375452 

SLC19A1 

Folate  transporter  1 

+  +  +  + 

IPI00032107 

SLC26A2 

Sulfate  transporter 

+  + 

IPI00024787 

SLC27A2 

Very-long-ehain  aeyl-CoA  synthetase 

+  + 

IPI00550382 

SLC29A1 

Equilibrative  nueleoside  transporter  1 

+  +  + 

IPIOO 179969 

SLC2A6 

CDNA  FEJ90355  fis,  elone  NT2RP2003469,  moderately  similar  to  Solute  earrier  family  2, 
faeilitated  glueose  transporter,  member  6 

+  +  +  + 

IPI00784764 

SLC30A1 

solute  earrier  family  30  (zine  transporter),  member  1 

+  + 

IPI00100585 

SLC39A1 

Zine  transporter  ZlPl 

+  +  + 

IPI00293074 

SLC44A2 

Isoform  2  of  Choline  transporter-like  protein  2 

+  +  + 

IPI00043883 

SLC46A1 

Isoform  1  of  Heme  earrier  protein  1 

+  +  + 

IPI00383597 

SLC4A2 

Isoform  A  of  Anion  exehange  protein  2 

Homologous  to 
SEC4A1 

1885574 

+  +  +  + 

IPI00031822 

SLC5A6 

Sodium-dependent  multivitamin  transporter 

4.8:0 

+  +  +  + 

IPI00100858 

SLC04A1 

Isoform  1  of  Solute  earrier  organie  anion  transporter  family  member  4A1 

+  + 

IPI00472939 

SPCS2 

Signal  peptidase  eomplex  subunit  2 

+  +  + 

IPI00012913 

SPRY2 

SPRY2  protein 

+  +  +  + 

IPIOOO 12434 

STARD3NL 

Isoform  1  of  MEN64  N-terminal  domain  homolog 

+  + 

1P100005846 

STRAP  1 

Six  transmembrane  epithelial  antigen  of  prostate  1 

+  +  + 

1P100334190 

STOML2 

Stomatin-like  protein  2 

3.8:0 

Stomatin-like 

10338112 

+  + 

1P100293402 

STXIO 

Syntaxin-10 

2.0:0 

Syntaxin 

15973437 

+  + 

1P100026128 

STXll 

Syntaxin-1 1 

Syntaxin 

15973437 

+  +  +  + 

1P100013930 

STX6 

Syntaxin-6 

19092927 

rat 

6.8:0 

Syntaxin 

15973437 

+  +  + 

1P100289876 

STX7 

syntaxin  7 

18980942 

2.7:0 

Syntaxin 

15973437 

+  +  + 

1P100297626 

STXBP3 

Syntaxin-binding  protein  3 

+  +  + 

1P100646625 

TAPI 

transporter  1 ,  ATP-binding  eassette,  sub-family  B 

7.0:0 

+  + 

1P100001382 

TAP2 

transporter  2,  ATP-binding  eassette,  sub-family  B  isoform  2 

+  + 

1P100333215 

TCEAl 

Isoform  1  of  Transeription  elongation  faetor  A  protein  1 

+  + 

1P100010737 

THBD 

Thrombomodulin  preeursor 

+  + 

1P100306516 

T1MM44 

Import  inner  membrane  transloease  subunit  T1M44,  mitoehondrial  preeursor 

+  + 

1P100021985 

TM9SF4 

Transmembrane  9  superfamily  protein  member  4 

+  +  +  + 

1P100009976 

TMEDl 

Transmembrane  emp24  domain-eontaining  protein  1  preeursor 

2.7:0 

+  + 

1P100028055 

TMEDIO 

Transmembrane  emp24  domain-eontaining  protein  10  preeursor 

+  + 

IPlOO 170706 

TMEM2 

Transmembrane  protein  2 

+  +  +  + 

1P100000612 

TMEM50A 

Transmembrane  protein  50A 

+  +  + 

1P100030530 

TMEM55B 

Isoform  1  of  Transmembrane  protein  55B 

3.0:0 

+  +  + 

1P100399320 

TMEM59 

Transmembrane  protein  59 

+  +  +  + 

1P100006006 

TMEM63A 

Transmembrane  protein  63A 

1.0:0 

+  +  +  + 

1P1005 14538 

TMEM63B 

transmembrane  protein  63 B 

+  +  +  + 

1P100304866 

TNFA1P2 

Tumor  neerosis  faetor,  alpha-indueed  protein  2 

+  +  +  + 

1P100294516 

TNFRSFIOD 

Tumor  neerosis  faetor  reeeptor  superfamily  member  lOD  preeursor 

TNF  reeeptor 

17159908 

+  +  + 

IPIOOO 14053 

TOMM40 

Isoform  1  of  Probable  mitoehondrial  import  reeeptor  subunit  TOM40  homolog 

6.2  :  0.8 

+  +  + 

1P100165394 

TSPAN14 

Isoform  2  of  Tetraspanin-14 

Tetraspanin 

11907260 

+  + 

1P100000736 

TSPAN15 

Tetraspanin-15 

Tetraspanin 

11907260 

+  +  + 

1P100024174 

TSPAN4 

Tetraspanin-4 

Tetraspanin 

11907260 

+  +  +  + 

1P100027437 

TSPAN9 

Tetraspanin-9 

Tetraspanin 

11907260 

+  + 

1P100023283 

TTN 

Isoform  2  of  Titin 

Prob.  Both 

Acc.  Number 

Gene  Symbol 

Description 

Known 

Human 

Known  Other  Species 

17-ODYA 

Protei  Family 

+  +  + 

IPI00470779 

TXLNA 

Alpha-taxilin 

+  +  + 

IPIOO 157820 

TXNRD2 

Isoform  2  of  Thioredoxin  reductase  2,  mitochondrial  precursor 

+  +  +  + 

IPI00026669 

UBL3 

Ubiquitin-like  protein  3  precursor 

+  +  + 

IPIOO 157729 

UBTD2 

Ubiquitin  domain-containing  protein  2 

+  +  +  + 

IPI00034049 

UPFl 

Isoform  1  of  Regulator  of  nonsense  transcripts  1 

+  + 

IPI00004406 

UPPl 

Isoform  1  of  Uridine  phosphorylase  1 

+  +  +  + 

IPI002 19648 

VAMP4 

Isoform  2  of  Vesicle-associated  membrane  protein  4 

bo 

o 

Synaptobrevin 

+  + 

IPIOOO 18931 

VPS35 

Vacuolar  protein  sorting-associated  protein  35 

+  + 

IPI00220834 

XRCC5 

ATP-dependent  DNA  helicase  2  subunit  2 

+  + 

IPI00216318 

YWHAB 

tyrosine  3 -monooxygenase/tryptophan  5 -monooxygenase  activation  protein,  beta  polypeptide 

+  +  + 

IPI00000816 

YWHAE 

14-3-3  protein  epsilon 

+  +  + 

IPI00220642 

YWHAG 

14-3-3  protein  gamma 

o 

p 

+  + 

IPI00216319 

YWHAH 

14-3-3  protein  eta 

+  +  + 

IPI00018146 

YWHAQ 

14-3-3  protein  theta 

+  +  + 

IPI00062698 

ZDHHC12 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC12 

DHHC  protein 

+  + 

IPI00410663 

ZDHHC13 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC13 

DHHC  protein 

+  + 

IPI00410687 

ZDHHC17 

Huntingtin  interacting  protein  14 

4.3  :0 

DHHC  protein 

+  +  +  + 

IPI00398974 

ZDHHC20 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC20 

o 

oo 

DHHC  protein 

+  +  + 

IPI00008350 

ZDHHC6 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC6 

5.3  :0 

DHHC  protein 

Note  1:  Prob.  Both  =  Probability  in  both  fractions  (see  the  1st  column) 

Note  2:  Spectral  count  ratio  of  candidate  palmitoyl  proteins  (PMID:  19137006)  (see  the  7th  column) 


Table  S4.  S-acylation  sites  cannot  be  confidently  localized  on  a  large  scale  by  using  the  protein-based  procedure. 


No. 

Sequence 

Fraction 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Reference 

Known 

Sites 

Organism 

Ave. 

EXP 

Ave. 

CON 

Ave. 

Ratio 

1st 

EXP 

1st 

CON 

2nd 

EXP 

2nd 

CON 

1 

MALGTLALVLALrcR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ABCB6 

1P100065486 

CDNA  FEJ32464  fis,  clone 

SKNMC 1000251,  highly  similar  to  Homo 
sapiens  MT-ABC  transporter  (MTABC) 
mRNA 

50 

2 

CPEALFQPSFLGMESCGIHETTFNSIMK 

Non-raft 

1.0 

0.5 

2.00 

2 

1 

0 

0 

ACTB 

IPI00021439 

Aetin,  eytoplasmie  1 

257 

16453612 

- 

Dietyosteliu 

m 

Raft 

1.0 

0.5 

2.00 

2 

1 

0 

0 

ACTB 

IPI00021439 

Aetin,  eytoplasmie  1 

257 

Non-raft 

1.0 

0.5 

2.00 

2 

1 

0 

0 

ACTGl 

IPI00021440 

Aetin,  eytoplasmie  2 

257 

16453612 

- 

Dietyosteliu 

m 

Raft 

1.0 

0.5 

2.00 

2 

1 

0 

0 

ACTGl 

IPI00021440 

Aetin,  eytoplasmie  2 

257 

3 

CPEAEFQPSFEGME^GIHETTFNSIMK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ACTB 

IPI00021439 

Aetin,  eytoplasmie  1 

272 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ACTGl 

IPI00021440 

Aetin,  eytoplasmie  2 

272 

4 

ECYVAEDFEQEMATAASSSSEEK 

Non-raft 

0.5 

1.0 

0.50 

1 

2 

0 

0 

ACTB 

IPI00021439 

Aetin,  eytoplasmie  1 

217 

Raft 

1.0 

0.5 

2.00 

2 

1 

0 

0 

ACTB 

IPI00021439 

Aetin,  eytoplasmie  1 

217 

Non-raft 

0.5 

1.0 

0.50 

1 

2 

0 

0 

ACTGl 

IPI00021440 

Aetin,  eytoplasmie  2 

217 

Raft 

1.0 

0.5 

2.00 

2 

1 

0 

0 

ACTGl 

IPI00021440 

Aetin,  eytoplasmie  2 

217 

5 

DDDIAAEVVDNGSGNCK 

Non-raft 

2.0 

3.5 

0.57 

3 

4 

1 

3 

ACTB 

1PI00021439 

Aetin,  eytoplasmie  1 

17 

Raft 

4.0 

2.5 

1.60 

4 

3 

4 

2 

ACTB 

IPI00021439 

Aetin,  eytoplasmie  1 

17 

6 

EEEIAAEVIDNGSGMCK 

Non-raft 

2.5 

3.0 

0.83 

4 

4 

1 

2 

ACTGl 

1PI00021440 

Aetin,  eytoplasmie  2 

17 

Raft 

2.5 

1.5 

1.67 

4 

1 

1 

2 

ACTGl 

IPI00021440 

Aetin,  eytoplasmie  2 

17 

7 

ICDQWDNEGAETQK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ACTNl 

1PI00013508 

Alpha-aetinin-1 

480 

8 

FSECSIR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

ADAM  10 

1PI00013897 

ADAM  10  preeursor 

435 

9 

TITEQPGSrcNDFR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ADAM  10 

1PI00013897 

ADAM  10  preeursor 

632 

10 

NCQFETAQKK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ADAM  17 

1PI00029606 

Isoform  B  of  ADAM  17  preeursor 

525 

11 

EVDAGEECDCGTPK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ADAM9 

1PI00440932 

Isoform  1  of  ADAM  9  preeursor 

428 

12 

EVDAGEECDCGTPK 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

ADAM9 

1PI00440932 

Isoform  1  of  ADAM  9  preeursor 

430 

13 

AYGTGFVGCER 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

AGRN 

1PI00374563 

Agrin  preeursor 

2016 

14 

AEANSEACQGK 

Non-raft 

0.5 

1.0 

0.50 

1 

1 

0 

1 

AEDOA 

1PI00465439 

Fruetose-bisphosphate  aldolase  A 

339 

15 

AESDHHIYEEGTEEKPNMVTPGH^TQK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

AEDOA 

1PI00465439 

Fruetose-bisphosphate  aldolase  A 

240 

16 

CPEEKPWAETFSYGR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

AEDOA 

1PI00465439 

Fruetose-bisphosphate  aldolase  A 

290 

17 

YASICQQNGIVPIVEPEIEPDGDHDEKR 

Non-raft 

0.0 

1.0 

0.00 

0 

1 

0 

1 

AEDOA 

1PI00465439 

Fruetose-bisphosphate  aldolase  A 

178 

18 

TVAACNEPIVR 

Non-raft 

0.0 

1.0 

0.00 

0 

0 

0 

2 

AMBP 

1P100022426 

AMBP  protein  preeursor 

287 

Raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

AMBP 

1PI00022426 

AMBP  protein  preeursor 

287 

19 

GDEENAFENEVQCIQNKPEYFADR 

Non-raft 

1.5 

0.0 

5.00 

1 

0 

2 

0 

ANXA2 

IPI00418169 

annexin  A2  isoform  1 

280 

20 

GEGTDEDSEIEIESR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ANXA2 

IPI00418169 

annexin  A2  isoform  1 

151 

Raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

ANXA2 

IPI00418169 

annexin  A2  isoform  1 

151 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

ANXA2P2 

IPI00334627 

Similar  to  annexin  A2  isoform  1 

133 

21 

STVHEIECK 

Raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

ANXA2 

IPI00418169 

annexin  A2  isoform  1 

27 

22 

ECSESPDNVVSTTGFSIK 

Non-raft 

1.0 

0.0 

3.33 

0 

0 

2 

0 

ARE15 

IPI00005163 

ARFRP2  protein 

53 

23 

YCAGEENWVDSR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

ATPllA 

1P100255653 

Probable  phospholipid-transporting 
ATPase  IH 

14 

24 

NYEEPGKECVQPATK 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

ATP2A2 

1PI002 19078 

Isoform  SERCA2B  of 
Sareoplasmie/endoplasmie  retieulum 
ealeium  ATPase  2 

997 

No. 

Sequence 

Fraction 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Reference 

Known 

Sites 

Organism 

Ave. 

EXP 

Ave. 

CON 

Ave. 

Ratio 

1st 

EXP 

1st 

CON 

2nd 

EXP 

2nd 

CON 

25 

SMSVYCTPNKPSR 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

ATP2A2 

1P1002 19078 

Isoform  SERCA2B  of 
Sarcoplasmic/endoplasmic  reticulum 
calcium  ATPase  2 

498 

26 

VGEATETALTCLVEK 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

ATP2A2 

1P1002 19078 

Isoform  SERCA2B  of 
Sarcoplasmic/endoplasmic  reticulum 
calcium  ATPase  2 

447 

27 

VSFYQESHFEQCK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ATP2A2 

1P1002 19078 

Isoform  SERCA2B  of 
Sarcoplasmic/endoplasmic  reticulum 
calcium  ATPase  2 

875 

28 

EESCVEGPR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

BAT5 

1P100033075 

Protein  BAT5 

7 

29 

EGDEVTEICSAR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

BCAM 

1P100002406 

Eutheran  blood  group  glycoprotein 
precursor 

473 

30 

EGDTVQELCR 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

BCAM 

IPI00002406 

Eutheran  blood  group  glycoprotein 
precursor 

291 

31 

GQSGTYGCRVEDYDAADDVQESK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

BCAM 

1PI00002406 

Eutheran  blood  group  glycoprotein 
precursor 

337 

32 

EVEAEAQVGDERDYVCVVR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

BCAM 

1PI00002406 

Eutheran  blood  group  glycoprotein 
precursor 

125 

33 

EVEEFCSR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

BCE2E12 

1PI00019835 

Isoform  1  of  Bcl-2-related  proline-rich 
protein 

254 

34 

TPCNAGTFSQPEK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

BUB3 

IPIOOO 13468 

Mitotic  checkpoint  protein  BUB3 

129 

35 

ATSVECCER 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

C13orfl 

1PI00030959 

24  kDa  protein 

7/8 

36 

YERDVNCPFK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

C14orfl66 

1PI00006980 

Protein  C14orfl66 

69 

37 

AATSTESVCDFEGEK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

C14orf24 

IPIOO 166051 

Uncharacterized  protein  C14orf24 

114 

38 

CESAPGCGVWQRPVIDNPNYK 

Non-raft 

1.5 

0.0 

5.00 

1 

0 

2 

0 

CANX 

1PI00020984 

Calnexin  precursor 

360 

18350545 

503/504 

Mouse 

39 

CESAPGCGVWQRPVIDNPNYK 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

CANX 

1PI00020984 

Calnexin  precursor 

366 

40 

CGEDYKEHFIFR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CANX 

1PI00020984 

Calnexin  precursor 

194 

41 

SFEIEIQCISR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CAVl 

IPI00009236 

caveolin  1 

143 

11451957 

133/143/156 

Human 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CAVl 

1PI00009236 

caveolin  1 

143 

42 

CFSSVSEQESQD 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

151 

Raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

151 

43 

SVTDVIIAPIGTSVGR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

145 

Raft 

1.5 

0.0 

5.00 

1 

0 

2 

0 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

145 

44 

TCEMVEPSVQTIWK 

Non-raft 

1.0 

0.0 

3.33 

0 

0 

2 

0 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

122 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

122 

45 

SQEAGGRVVPDSCCK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CD151 

IPI00298851 

CD151  antigen 

184 

11907260 

11/15/242/2 

43 

46 

TVVAECGQR 

Non-raft 

2.0 

0.0 

6.67 

1 

0 

3 

0 

CD151 

IPI00298851 

CD151  antigen 

192 

47 

AESIGFETCR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CD44 

IPI00297160 

CD44  antigen  isoform  4  precursor 

28 

16945930 

286/295 

48 

YSISRTEAADLCK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CD44 

IPI00297160 

CD44  antigen  isoform  4  precursor 

53 

49 

AIHKEGCVEK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CD63 

IPI00215998 

CD63  antigen 

191 

11959120 

- 

50 

HHPTTEAVGICSPASR 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

CD70 

IPI00031713 

Tumor  necrosis  factor  ligand  superfamily 
member  7 

133 

51 

ESFHQGCTIASQR 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

CD70 

IPI00031713 

Tumor  necrosis  factor  ligand  superfamily 
member  7 

151 
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52 

RRPYGCVLR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CD70 

IPI00031713 

Tumor  necrosis  factor  ligand  superfamily 
member  7 

17 

53 

AIHYALNCCGLAGGVEOFISDEPK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CD9 

IPI002 15997 

CD9  antigen 

152/153/ 

167 

11959120 

9/78/79/87/2 

18/219 

Human 

54 

AIHYALNCCGLAGGVEQFISDEPK 

Non-raft 

2.5 

0.0 

8.33 

2 

0 

3 

0 

CD9 

IPI002 15997 

CD9  antigen 

152 

55 

AIHYALNCCGLAGGVEQFISDEPK 

Non-raft 

1.5 

0.0 

5.00 

0 

0 

3 

0 

CD9 

IPI002 15997 

CD9  antigen 

152/153 

56 

AIHYALNCCGLAGGVEQFISDEPK 

Non-raft 

1.0 

0.0 

3.33 

0 

0 

2 

0 

CD9 

IPI002 15997 

CD9  antigen 

167 

57 

AIHYALNCCGLAGGVEQFISDEPK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CD9 

IPI002 15997 

CD9  antigen 

152/167 

58 

YVECSALTQK 

Non-raft 

0.5 

0.5 

1.00 

1 

0 

0 

1 

CDC42 

IPIOOO 16786 

Isoform  2  of  Cell  division  control  protein 
42  homolog  precursor 

157 

59 

CLEDDEVQKMR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CLDNl 

IPI00000691 

Claudin-1 

107 

60 

GFLNQPVDVELYQGLWDIVER 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CLDN23 

IPI00059710 

Claudin-23 

53 

61 

IGNCPFSQR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CLICl 

IPIOOO 10896 

Chloride  intracellular  channel  protein  1 

24 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CLIC4 

IPI00001960 

Chloride  intracellular  channel  protein  4 

35 

62 

GTVLLADNVEPGAPDFLAHVR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

COMT 

IPIOOO 11284 

Isoform  Membrane-bound  of  Catechol  O- 
methyltransferase 

223 

63 

LITIEINPDCAAITQR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

COMT 

IPIOOO 11284 

Isoform  Membrane-bound  of  Catechol  O- 
methyltransferase 

145 

64 

YLPDTLLLEKGLLR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

COMT 

IPIOOO 11284 

Isoform  Membrane-bound  of  Catechol  O- 
methyltransferase 

207 

65 

CDLISIPK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CORO  1C 

IPI00008453 

Coronin-lC 

473 

Raft 

0.5 

1.0 

0.50 

1 

1 

0 

1 

CORO  1C 

IPI00008453 

Coronin-lC 

473 

66 

GLDVNKCEIAR 

Raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

CORO  1C 

IPI00008453 

Coronin-lC 

383 

67 

SIKDTICNQDER 

Raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

CORO  1C 

IPI00008453 

Coronin-lC 

509 

68 

VTWDSSFCAVNPR 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CORO  1C 

IPI00008453 

Coronin-lC 

92 

69 

SILSSFFCCFR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CTDSPL 

IPI00024826 

CTD  small  phosphatase-like  protein. 
Splice  isoform  2 

123/124 

70 

HIEWESVLTNTAQCLR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

CTNNDl 

IPIOO 182469 

Isoform  lAB  of  Catenin  delta- 1 

533 

71 

YQEAAPNVANNTGPHAA^FGAK 

Non-raft 

1.5 

0.0 

5.00 

1 

0 

2 

0 

CTNNDl 

IPIOO 182469 

Isoform  lAB  of  Catenin  delta- 1 

618 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CTNNDl 

IPIOO 182469 

Isoform  lAB  of  Catenin  delta- 1 

618 

72 

AKGETAYLIEK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

CXADR 

IPI00019146 

Isoform  1  of  Coxsackievirus  and 
adenovirus  receptor  precursor 

41 

12021372 

259/260 

Human 

73 

CYVDGSEEIGSDFK 

Non-raft 

1.0 

0.0 

3.33 

0 

0 

2 

0 

CXADR 

IPI00019146 

Isoform  1  of  Coxsackievirus  and 
adenovirus  receptor  precursor 

146 

74 

VGSDQCLLR 

Non-raft 

2.0 

0.0 

6.67 

3 

0 

1 

0 

CXADR 

IPI00019146 

Isoform  1  of  Coxsackievirus  and 
adenovirus  receptor  precursor 

223 

75 

FGCCSAAHYSAK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

DAGLB 

IPI00385987 

Isoform  1  of  Snl -specific  diacylglycerol 
lipase  beta 

610/611 

76 

AISADSIDGEAR 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

DCUN1D3 

IPI002 17282 

DCNl,  defective  in  cullin  neddylation  1, 
domain  containing  3 

163 

77 

QDLGGTCVNEGCIPTK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

DERP12 

IPI003 82990 

DERP12 

50 

Raft 

1.5 

0.5 

3.00 

2 

0 

1 

1 

DERP12 

IPI003 82990 

DERP12 

50 

78 

QDLGGTCVNEGCIPTK 

Raft 

2.5 

2.0 

1.25 

3 

3 

2 

1 

DERP12 

IPI003 82990 

DERP12 

45 

79 

QDLGGTCVNEGCIPTK 

Raft 

1.5 

0.5 

3.00 

2 

0 

1 

1 

DERP12 

IPI003 82990 

DERP12 
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80 

LAAQSCALSLVR 

Raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

DHX9 

1P100844578 

ATP-dependent  RNA  helicase  A 

242 

81 

HQGVMVGMGQKDCYVGDEAQSK 

Raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

DKFZp686D0 

972 

1P100003269 

hypothetical  protein  FOC345651 

53 

82 

IHSDCAANQQVTYR 

Non-raft 

0.0 

1.0 

0.00 

0 

2 

0 

0 

DSGl 

1P100025753 

Desmoglein-l  precursor 

77 

83 

TLAEVCLGQK 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

DSG2 

1P100028931 

desmoglein  2  preproprotein 

840 

84 

CLLNNYMIWNLVR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ECEl 

1P1002 16760 

Isoform  C  of  Endothelin-converting 
enzyme  1 

372 

10359648 

42 

Human 

85 

FCVSDTENNLGFALGPMFVK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

ECEl 

IPI002 16760 

Isoform  C  of  Endothelin-converting 
enzyme  1 

419 

86 

ICPVETFVEEAIQCAEK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ECHSl 

1P100024993 

Enoyl-CoA  hydratase,  mitochondrial 
precursor 

213 

87 

NMITGTSQADCAVFIVAAGVGEFEAGISK 

Non-raft 

1.0 

0.0 

3.33 

0 

0 

2 

0 

EEFlAl 

1P100396485 

Elongation  factor  1  -alpha  1 

111 

Non-raft 

1.0 

0.0 

3.33 

0 

0 

2 

0 

EEF1A2 

IPIOOO 14424 

Elongation  factor  1  -alpha  2 

111 

88 

WFFTCINQPQFR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

EEFIG 

1P100000875 

Elongation  factor  1  -gamma 

194 

Raft 

1.0 

0.5 

2.00 

1 

1 

1 

0 

EEFIG 

1P100000875 

Elongation  factor  1  -gamma 

194 

89 

KIWCFGPDGTGPNIFTDITK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

EEF2 

IPlOO 186290 

Elongation  factor  2 

651 

90 

FMEPIYFVEIQCPEQWGGIYGVFNR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

EEF2 

IPlOO 186290 

Elongation  factor  2 

751 

91 

TFCQFIFDPIFK 

Non-raft 

1.0 

1.0 

1.00 

1 

1 

1 

1 

EEF2 

IPlOO 186290 

Elongation  factor  2 

350 

92 

YVEPIEDVPCGNIVGFVGVDQFFVK 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

EEF2 

IPlOO 186290 

Elongation  factor  2 

466 

93 

IVFTNPVCTEVGEK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

E1F2S3 

IPI00297982 

Eukaryotic  translation  initiation  factor  2 
subunit  3 

434 

94 

SFDVNKPGCEVDDFKGGVAGGSIFK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

E1F2S3 

1P100297982 

Eukaryotic  translation  initiation  factor  2 
subunit  3 

269 

95 

VNQIGSVTESIQACK 

Non-raft 

1.0 

0.5 

2.00 

1 

1 

1 

0 

ENOl 

1P100465248 

enolase  1 

357 

Non-raft 

1.0 

0.5 

2.00 

1 

1 

1 

0 

EN03 

1P1002 18474 

Beta-enolase 

357 

96 

QFFNCQSFHK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ERBB2IP 

1P100438286 

Isoform  1  of  Protein  LAP2 

68 

18498353 

14/16 

Human 

97 

FSCAYSGFSSPR 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

FUR 

1P100001754 

Junctional  adhesion  molecule  A  precursor 

50 

98 

TYCFDAFPNIDK 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

FAM108B1 

1P100412592 

chromosome  9  open  reading  frame  77 
isoform  2 

210 

99 

VFTCTDFEQGPNFFFDFENAQPTESEKEIYN 

QVNWFK 

Non-raft 

1.5 

0.0 

5.00 

2 

0 

1 

0 

FAM49B 

1P100303318 

Protein  FAM49B 

10 

100 

GFEFQPQDNNGIGDPYIK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

FER1F3 

1P100021048 

Isoform  1  of  Myoferlin 

1574 

101 

HSATTVFGANTPIV^NFDR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

FER1F3 

IP100021048 

Isoform  1  of  Myoferlin 

1131 

102 

IVGPSGAAVrcKVEPGFGADNSVVR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

FFNA 

1P100302592 

filamin  1 

1018 

103 

SPYTVTVGQACNPSACR 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

FFNA 

1P100302592 

filamin  1 

478 

104 

SPYTVTVGQACNPSACR 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

FFNA 

1P100302592 

filamin  1 

483 

105 

SPFVVQVGEACNPNACR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

FFNB 

1P100477536 

Filamin  B 

455 

106 

SSTETCYSAIPK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

FFNB 

1P100477536 

Filamin  B 

2490 

107 

EMFAAACQMFFGK 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

FFOTl 

1P100027438 

Flotillin-1 

85 

12370178 

34 

Mouse 

108 

MFFTCGPNEAMVVSGFCR 

Raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

FFOTl 

1P100027438 

Flotillin-1 

17 

109 

VFVFPCIQQIQR 

Non-raft 

1.5 

0.0 

5.00 

1 

0 

2 

0 

FFOTl 

1P100027438 

Flotillin-1 

34 

Raft 

2.0 

0.0 

6.67 

3 

0 

1 

0 

FFOTl 

1P100027438 

Flotillin-1 

34 

no 

HVGSNFCFDSR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GAFNT2 

IPI00004669 

Polypeptide  N- 

acetylgalactosaminyltransferase  2 

496 
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Ill 

IISNASCTTNCLAPLAK 

Non-raft 

4.5 

1.0 

4.50 

5 

1 

4 

1 

GAPDH 

IPI00219018 

Glyceraldehyde-3  -phosphate 
dehydrogenase 

152 

16128592 

244 

Rabbit 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

GAPDH 

IPI00219018 

Glyeeraldehyde-3  -phosphate 
dehydrogenase 

156 

112 

IISNASCTTNCLAPLAK 

Non-raft 

3.5 

3.0 

1.17 

4 

4 

3 

2 

GAPDH 

IPI00219018 

Glyeeraldehyde-3  -phosphate 
dehydrogenase 

156 

Raft 

1.0 

0.5 

2.00 

1 

1 

1 

0 

GAPDH 

IPI00219018 

Glyeeraldehyde-3  -phosphate 
dehydrogenase 

160 

113 

IISNASCTTNCLAPLAK 

Non-raft 

3.0 

3.0 

1.00 

3 

4 

3 

2 

GAPDH 

IPI00219018 

Glyeeraldehyde-3  -phosphate 
dehydrogenase 

152/156 

Raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

GAPDH 

IPI00219018 

Glyeeraldehyde-3  -phosphate 
dehydrogenase 

156/160 

114 

VPTANVSVVDLTCR 

Non-raft 

3.0 

2.0 

1.50 

3 

1 

3 

3 

GAPDH 

IPI00219018 

Glyeeraldehyde-3  -phosphate 
dehydrogenase 

247 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GAPDH 

IPI00219018 

Glyeeraldehyde-3  -phosphate 
dehydrogenase 

247 

115 

FCENTQAGEGR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GEGl 

IPI00414717 

golgi  apparatus  protein  1 

324 

116 

ESSDCEDQIR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GEGl 

IPI00414717 

golgi  apparatus  protein  1 

542 

117 

MACKEDVEK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GEGl 

IPI00414717 

golgi  apparatus  protein  1 

515 

118 

FSPDEWGVSVCTVDGQR 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

GES 

IPI002 15687 

Isoform  GAC  of  Glutaminase  kidney 
isoform,  mitoehondrial  preeursor 

266 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

GES 

IPI00289159 

Isoform  KGA  of  Glutaminase  kidney 
isoform,  mitoehondrial  preeursor 

266 

119 

MFVDLNPDSDKIIYSHFTCATDTENIR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAll 

IPI00305551 

Guanine  nueleotide-binding  protein 
subunit  alpha- 1 1 

330 

9175863 

9/10 

Human 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAQ 

IPI00288947 

Guanine  nueleotide  binding  protein 

330 

8227063 

9/10  (3/4) 

Human 

120 

TEESMMACCLSDEVK 

Non-raft 

1.5 

0.0 

5.00 

2 

0 

1 

0 

GNAll 

IPI00305551 

Guanine  nueleotide-binding  protein 
subunit  alpha- 1 1 

9/10 

121 

EIYTHFTCATDTK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAll 

IPI00337415 

Guanine  nueleotide-binding  protein  G(i), 
alpha- 1  subunit 

325 

8484716 

3 

(similarity) 

Human 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAI2 

IPI00748145 

guanine  nueleotide  binding  protein  (G 
protein),  alpha  inhibiting  aetivity 
polypeptide  2 

327 

8484716 

3 

(similarity) 

Human 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAI3 

IPI00220578 

Guanine  nueleotide-binding  protein  G(k) 
subunit  alpha 

325 

122 

EFDSICNNK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

GNAll 

IPI00337415 

Guanine  nueleotide-binding  protein  G(i), 
alpha- 1  subunit 

254 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAll 

IPI00337415 

Guanine  nueleotide-binding  protein  G(i), 
alpha- 1  subunit 

254 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

GNAI2 

IPI00748145 

guanine  nueleotide  binding  protein  (G 
protein),  alpha  inhibiting  aetivity 
polypeptide  2 

255 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAI2 

IPI00748145 

guanine  nueleotide  binding  protein  (G 
protein),  alpha  inhibiting  aetivity 
polypeptide  2 

255 

No. 

Sequence 

Fraction 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Reference 

Known 

Sites 

Organism 

Ave. 

EXP 

Ave. 

CON 

Ave. 

Ratio 

1st 

EXP 

1st 

CON 

2nd 

EXP 

2nd 

CON 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

GNA13 

1P100220578 

Guanine  nucleotide-binding  protein  G(k) 
subunit  alpha 

254 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNA13 

1P100220578 

Guanine  nucleotide-binding  protein  G(k) 
subunit  alpha 

254 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAOl 

1P100220281 

Guanine  nucleotide-binding  protein  G(o) 
subunit  alpha  1 

255 

8484716 

3 

(similarity) 

Human 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAOl 

1P100220281 

Guanine  nucleotide-binding  protein  G(o) 
subunit  alpha  1 

255 

123 

IIHEDGYSEEECR 

Non-raft 

1.5 

0.0 

5.00 

2 

0 

1 

0 

GNA12 

1P100748145 

guanine  nucleotide  binding  protein  (G 
protein),  alpha  inhibiting  activity 
polypeptide  2 

66 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNA12 

1P100748145 

guanine  nucleotide  binding  protein  (G 
protein),  alpha  inhibiting  activity 
polypeptide  2 

66 

124 

LWADHGVQACFGR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAI2 

1P100748145 

guanine  nucleotide  binding  protein  (G 
protein),  alpha  inhibiting  activity 
polypeptide  2 

140 

125 

QLFALSCTAEEQGVLPDDLSGVIR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

GNA12 

1PI00748145 

guanine  nucleotide  binding  protein  (G 
protein),  alpha  inhibiting  activity 
polypeptide  2 

112 

126 

DGGVQACFSR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

GNA13 

1P100220578 

Guanine  nucleotide-binding  protein  G(k) 
subunit  alpha 

139 

8484716 

3 

(similarity) 

Human 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNA13 

1P100220578 

Guanine  nucleotide-binding  protein  G(k) 
subunit  alpha 

139 

127 

IIHEDGYSEDEGKQYK 

Non-raft 

1.5 

0.0 

5.00 

2 

0 

1 

0 

GNA13 

1P100220578 

Guanine  nucleotide-binding  protein  G(k) 
subunit  alpha 

66 

128 

SPLTICYPEYTGSNTYEEAAAYIQCQFEDLN 

R 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNA13 

1P100220578 

Guanine  nucleotide-binding  protein  G(k) 
subunit  alpha 

305 

129 

SLWNDPGIQECYDR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

GNAQ 

1P100288947 

Guanine  nucleotide  binding  protein 

144 

130 

TLESIMACCLSEEAK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

GNAQ 

1P100288947 

Guanine  nucleotide  binding  protein 

9/10 

131 

HYCYPHFTCAVDTENIRR 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAS 

1P100219835 

Isoform  Gnas-2  of  Guanine  nucleotide¬ 
binding  protein  G(s)  subunit  alpha 
isoforms  short 

345 

8484716 

3 

(similarity) 

Human 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAS 

1P1005 14055 

Isoform  Gnas-1  of  Guanine  nucleotide¬ 
binding  protein  G(s)  subunit  alpha 
isoforms  short 

359 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNAS 

1P100644936 

Guanine  nucleotide-binding  protein  G-s- 
alpha-3 

344 

132 

SNEYQLIDCAQYFLDKIDVIK 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

GNAS 

IPI00219835 

Isoform  Gnas-2  of  Guanine  nucleotide¬ 
binding  protein  G(s)  subunit  alpha 
isoforms  short 

160 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

GNAS 

1P100219835 

Isoform  Gnas-2  of  Guanine  nucleotide¬ 
binding  protein  G(s)  subunit  alpha 
isoforms  short 

160 

No. 

Sequence 

Fraction 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Reference 

Known 

Sites 

Organism 

Ave. 

EXP 

Ave. 

CON 

Ave. 

Ratio 

1st 

EXP 

1st 

CON 

2nd 

EXP 

2nd 

CON 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

GNAS 

1P1005 14055 

Isoform  Gnas-1  of  Guanine  nucleotide¬ 
binding  protein  G(s)  subunit  alpha 
isoforms  short 

174 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

GNAS 

1P1005 14055 

Isoform  Gnas-1  of  Guanine  nucleotide¬ 
binding  protein  G(s)  subunit  alpha 
isoforms  short 

174 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

GNAS 

1P1005 14055 

Isoform  Gnas-1  of  Guanine  nucleotide¬ 
binding  protein  G(s)  subunit  alpha 
isoforms  short 

174 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

GNAS 

1P100644936 

Guanine  nucleotide-binding  protein  G-s- 
alpha-3 

159 

133 

ACADATLSQITNNIDPVGR 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

GNBl 

IP100026268 

Guanine  nucleotide-binding  protein 
G(I)/G(S)/G(T)  subunit  beta  1 

25 

134 

LFVSGACDASAK 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

GNBl 

1P100026268 

Guanine  nucleotide-binding  protein 
G(I)/G(S)/G(T)  subunit  beta  1 

204 

135 

FSPNSSNPIIV^GWDK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

GNB2E1 

1PI00641950 

Eung  cancer  oncogene  7 

198 

136 

Raft 

1.5 

0.5 

3.00 

1 

1 

2 

0 

GNB2E1 

1P100641950 

Eung  cancer  oncogene  7 

198 

137 

LWNTLGVCK 

Raft 

0.5 

1.0 

0.50 

1 

1 

0 

1 

GNB2E1 

1PI00641950 

Eung  cancer  oncogene  7 

168 

138 

TNHIGHTGYLNTVTVSPDGSICASGGK 

Raft 

1.0 

0.5 

2.00 

2 

1 

0 

0 

GNB2E1 

1PI00641950 

Eung  cancer  oncogene  7 

237 

139 

VWNLANCK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

GNB2E1 

1PI00641950 

Eung  cancer  oncogene  7 

212 

140 

YWLCAATGPSIK 

Non-raft 

0.5 

1.0 

0.50 

0 

1 

1 

1 

GNB2E1 

1PI00641950 

Eung  cancer  oncogene  7 

279 

Raft 

1.0 

0.5 

2.00 

0 

1 

2 

0 

GNB2E1 

1P100641950 

Eung  cancer  oncogene  7 

279 

141 

NPMDYPVEDAFCKPQLVK 

Raft 

2.5 

0.0 

8.33 

3 

0 

2 

0 

GPRC5A 

1P100022624 

Retinoic  acid-induced  protein  3 

284 

142 

AYLEGTCVEWLR 

Non-raft 

2.5 

0.5 

5.00 

1 

1 

4 

0 

HEA-A 

1PI00743503 

HEA  class  I  histocompatibility  antigen, 
A-34  alpha  chain  precursor 

188 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

HEA-A 

1PI00743503 

HEA  class  I  histocompatibility  antigen, 
A-34  alpha  chain  precursor 

188 

Non-raft 

2.5 

0.5 

5.00 

1 

1 

4 

0 

HEA-C 

IPI00473131 

HEA  class  I  histocompatibility  antigen, 
Cw-6  alpha  chain  precursor 

188 

17785801 

- 

Human 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

HEA-C 

1P100473131 

HEA  class  I  histocompatibility  antigen, 
Cw-6  alpha  chain  precursor 

188 

143 

AYEEGECVEWER 

Non-raft 

2.5 

0.5 

5.00 

1 

1 

4 

0 

HEA-B 

IPI00471955 

HEA  class  I  histocompatibility  antigen, 
B-50  alpha  chain  precursor 

188 

17785801 

- 

Human 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

HEA-B 

1P100471955 

HEA  class  I  histocompatibility  antigen, 
B-50  alpha  chain  precursor 

188 

144 

YTCHVQHEGEPKPETER 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

HEA-A 

1PI00743503 

HEA  class  I  histocompatibility  antigen, 
A-34  alpha  chain  precursor 

283 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

HEA-B 

1PI00471955 

HEA  class  I  histocompatibility  antigen, 
B-50  alpha  chain  precursor 

283 

145 

MYGCDEGPDGR 

Non-raft 

2.5 

0.0 

8.33 

2 

0 

3 

0 

HEA-B 

IPI00471955 

HEA  class  I  histocompatibility  antigen, 
B-50  alpha  chain  precursor 

125 

Non-raft 

2.5 

0.0 

8.33 

2 

0 

3 

0 

HEA-C 

1PI00473131 

HEA  class  I  histocompatibility  antigen, 
Cw-6  alpha  chain  precursor 

125 

146 

GGSCSQAASSNSAQGSDESE1A7KA 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

HEA-C 

IPI00473131 

HEA  class  I  histocompatibility  antigen, 
Cw-6  alpha  chain  precursor 

345 

No. 

Sequence 

Fraction 

Spectral  Counts 
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Acc.Number 
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Ave. 
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147 

VFNVFCLYGNVEK 

Raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

HNRNPL 

IPI00027834 

heterogeneous  nuelear  ribonueleoprotein 

L  isoform  a 

404 

148 

TGEGFLCVFAINNTK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

HRAS 

IPI00000006 

GTPase  HRas  preeursor 

80 

10504264 

181/184 

Human 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

KRAS 

IPI00423568 

Isoform  2A  of  GTPase  KRas 

80 

3023817 

180 

Human 

149 

AAVEEGIVLGGQCALLR 

Non-raft 

0.0 

1.0 

0.00 

0 

1 

0 

1 

HSPDl 

IPI00472102 

Heat  shoek  protein  60 

442 

150 

DLEGTYLCR 

Non-raft 

0.0 

1.0 

0.00 

0 

1 

0 

1 

ICAMl 

IPI00008494 

Intereellular  adhesion  moleeule  1 

preeursor 

457 

151 

YSDNWEAITGTGDPEHYLIN\CK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

IGF2R 

IPI00289819 

Cation-independent  mannose-6-phosphate 
reeeptor  preeursor 

586 

152 

SETVLTCATGR 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

1TGA3 

IPI002 15995 

Isoform  Alpha-3  A  of  Integrin  alpha-3 
preeursor 

904 

153 

TGAVYLCPLTAHK 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

1TGA3 

IPI002 15995 

Isoform  Alpha-3  A  of  Integrin  alpha-3 
preeursor 

94 

154 

CDDLEALK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ITGBl 

IPI00645194 

integrin  beta  1  isoform  1 A  preeursor 

64 

155 

FCECDNFNCDR 

Non-raft 

1.5 

0.5 

3.00 

2 

1 

1 

0 

ITGBl 

IPI00645194 

integrin  beta  1  isoform  1 A  preeursor 

555 

156 

FCECDNFNCDR 

Non-raft 

0.5 

0.5 

1.00 

0 

0 

1 

1 

ITGBl 

IPI00645194 

integrin  beta  1  isoform  1 A  preeursor 

560 

157 

FCECDNFNCDR 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

ITGBl 

IPI00645194 

integrin  beta  1  isoform  1 A  preeursor 

553/555 

158 

FCECDNFNCDR 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

ITGBl 

IPI00645194 

integrin  beta  1  isoform  1 A  preeursor 

553 

159 

GCPPDDIENPR 

Non-raft 

0.5 

2.0 

0.25 

1 

4 

0 

0 

ITGBl 

IPI00645194 

integrin  beta  1  isoform  1 A  preeursor 

75 

160 

LPQPVQPDPVSHCK 

Non-raft 

0.5 

1.5 

0.33 

0 

2 

1 

1 

ITGBl 

IPI00645194 

integrin  beta  1  isoform  1 A  preeursor 

691 

161 

SNGLICGGNGVCK 

Non-raft 

0.5 

1.0 

0.50 

1 

1 

0 

1 

ITGBl 

IPI00645194 

integrin  beta  1  isoform  1 A  preeursor 

568 

162 

SNGLICGGNGVCK 

Non-raft 

0.5 

1.0 

0.50 

0 

1 

1 

1 

ITGBl 

IPI00645194 

integrin  beta  1  isoform  1 A  preeursor 

574 

163 

LVQNCLWTLR 

Non-raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

JUP 

IPI00554711 

Junetion  plakoglobin 

372 

Raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

JUP 

IPI00554711 

Junetion  plakoglobin 

372 

164 

NLALCPANHAPLQEAAVIPR 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

JUP 

IPI00554711 

Junetion  plakoglobin 

511 

165 

VLSVCPSNKPAIVEAGGMQALGK 

Raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

JUP 

IPI00554711 

Junetion  plakoglobin 

341 

166 

VIGSGCNLDSAR 

Non-raft 

0.5 

1.0 

0.50 

1 

1 

0 

1 

LDHA 

IPI002 17966 

laetate  dehydrogenase  A 

163 

Non-raft 

0.5 

1.0 

0.50 

1 

1 

0 

1 

LDHB 

IPI00219217 

L-laetate  dehydrogenase  B  ehain 

164 

167 

ACGLVASNLNLKPGKLR 

Non-raft 

2.0 

0.5 

4.00 

2 

0 

2 

1 

LGALSl 

IPI00219219 

Galeetin-1 

3/17 

Raft 

2.0 

1.0 

2.00 

2 

2 

2 

0 

LGALSl 

IPI00219219 

Galeetin-1 

3/17 

168 

ACGLVASNLNLKPGBCLR 

Non-raft 

1.0 

0.5 

2.00 

1 

0 

1 

1 

LGALSl 

IPI00219219 

Galeetin-1 

3 

Raft 

1.5 

0.5 

3.00 

1 

1 

2 

0 

LGALSl 

IPI00219219 

Galeetin-1 

3 

169 

ACGLVASNLNLKPGKLR 

Non-raft 

2.0 

0.0 

6.67 

2 

0 

2 

0 

LGALSl 

IPI00219219 

Galeetin-1 

17 

Raft 

2.0 

1.0 

2.00 

2 

2 

2 

0 

LGALSl 

IPI00219219 

Galeetin-1 

17 

170 

DSNNLCLHFNPR 

Raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

LGALSl 

IPI00219219 

Galeetin-1 

43 

171 

FNAHGDANTIVCNSK 

Non-raft 

1.0 

0.5 

2.00 

1 

1 

1 

0 

LGALSl 

IPI00219219 

Galeetin-1 

61 

Raft 

1.0 

0.5 

2.00 

2 

1 

0 

0 

LGALSl 

IPI00219219 

Galeetin-1 

61 

172 

WTELAGCTADFR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

LMAN2 

IPI00009950 

Vesieular  integral-membrane  protein 
VIP36  preeursor 

202 

173 

AQNTWGCGNSLR 

Raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

LMNA 

IPI00021405 

Isoform  A  of  Lamin-A/C 

522 

174 

ISDYVGTCER 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

LOC153364 

IPI00293336 

similar  to  metallo-beta-laetamase 
superfamily  protein 

212 

175 

LVEALCAEHQINLIK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

LOC440055 

IPI00456898 

PREDICTED:  similar  to  ribosomal 
protein  S12 

70 

176 

MFHClPLWR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

LRRCl 

IPI00427739 

Isoform  1  of  Leueine-rieh  repeat- 
eontaining  protein  1 

4 
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177 

CCCPEALYAAGK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ESR 

IPI00409640 

Isoform  1  of  Eipolysis-stimulated 
lipoprotein  receptor 

302/303/ 

304 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ESR 

IPI00409640 

Isoform  1  of  Eipolysis-stimulated 
lipoprotein  receptor 

302/303/ 

304 

178 

GMEQFPHLAFWQDLGNLVADGCDF^CR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

M6PR 

1P100025049 

Cation-dependent  mannose-6-phosphate 
receptor  precursor 

240/244 

179 

RAVVMISCNR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

M6PR 

1P100025049 

Cation-dependent  mannose-6-phosphate 
receptor  precursor 

145 

8647889 

34 

Bovine 

180 

GCDWVIPAGVPR 

Non-raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

MDH2 

IPI00291006 

Malate  dehydrogenase,  mitochondrial 
precursor 

93 

181 

GYEGPEQEPDCEK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

MDH2 

1PI00291006 

Malate  dehydrogenase,  mitochondrial 
precursor 

89 

182 

TIIPEISQCTPK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

MDH2 

IPI00291006 

Malate  dehydrogenase,  mitochondrial 
precursor 

212 

183 

REEYCQR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

MMP14 

IPI002 18398 

Matrix  metalloproteinase- 14  precursor 

574 

15946988 

574 

Human 

184 

DWDNSGPFCGTISSK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

MPP6 

1P100303280 

MAGUK  p55  subfamily  member  6 

298 

185 

TCIEDVNPQAEK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

MPP6 

1P100303280 

MAGUK  p55  subfamily  member  6 

432 

186 

AEAEAAEAAVEP^GSR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

NDFIPI 

1PI00012235 

Isoform  1  of  NEDD4  family-interacting 
protein  1 

15 

187 

GDFCIQVGR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

NMEl 

IPI00012048 

Nucleoside  diphosphate  kinase  A 

109 

188 

GAEDGTSVQASESCEFR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

NPCl 

1P100005107 

Niemann-Pick  Cl  protein  precursor 

816 

189 

IGFAPSSWIDDYFDWVKPQS^CR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

NPCl 

1P100005107 

Niemann-Pick  Cl  protein  precursor 

956 

190 

NREDIFCCVR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

NPCl 

1P100005107 

Niemann-Pick  Cl  protein  precursor 

799/800 

191 

TGEGFECVFAINNSK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

NRAS 

1P100000005 

GTPase  NRas  precursor 

80 

2661017 

181 

Human 

192 

AADYNQAEGTCR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

NRSN2 

IPIOOO 17231 

Protein  C20orf98 

115 

193 

MGVVECAK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

PA2G4 

1PI00299000 

Proliferation-associated  protein  2G4 

296 

194 

EVVPATQCGSEIGK 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

PCBPl 

IPIOOO 166 10 

Poly(rC)-binding  protein  1 

119 

195 

VDCTANTNTCNK 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

PDIA3 

IPI00025252 

Protein  disulfide-isomerase  A3  precursor 

92 

196 

CGEACER 

Raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

PERP 

IPI00293189 

Isoform  1  of  p53  apoptosis  effector 
related  to  PMP-22 

8 

197 

YADETEDQEPSCESEKDTIAR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

PGAMl 

1P100549725 

Phosphoglycerate  mutase  1 

153 

198 

AEGSDVANAVEDGAECIMESGETAKGDYP 

EEAVR 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

PKM2 

IPI00479186 

pyruvate  kinase  3  isoform  1 

358 

199 

AGKPVICATQMEESMIK 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

PKM2 

IPI00479186 

pyruvate  kinase  3  isoform  1 

326 

200 

GIFPVECKDPVQEAWAEDVDER 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

PKM2 

IPI00479186 

pyruvate  kinase  3  isoform  1 

474 

201 

NTGIICTIGPASR 

Non-raft 

2.0 

1.5 

1.33 

2 

1 

2 

2 

PKM2 

IPI00479186 

pyruvate  kinase  3  isoform  1 

49 

202 

ESAPGCWAACTNFSR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

PEP2 

1P100030362 

Proteolipid  protein  2 

12/16 

203 

VYFAAEDTDCCTR 

Non-raft 

1.5 

0.0 

5.00 

2 

0 

1 

0 

PESCRl 

1P100005181 

Phospholipid  scramblase  1 

148/149 

12564925 

184-189 

Human 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

PESCRl 

1P100005181 

Phospholipid  scramblase  1 

148/149 

204 

SGAGOPEGOAAEESNCCAR 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

PESCR3 

1P100216127 

Phospholipid  scramblase  3 

125/126 

211/214/216 

(probable) 

Human 

205 

SGAGQPEGQAAEESNCCAR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

PESCR3 

1P100216127 

Phospholipid  scramblase  3 

126 

206 

HTGPGIESMANAGPNTNGSQFFCTAK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

PPIA 

1P100419585 

Peptidyl-prolyl  cis-trans  isomerase  A 

115 

207 

IIPGFMCQGGDFTR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

PPIA 

IP100419585 

Peptidyl-prolyl  cis-trans  isomerase  A 

62 
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Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

PPIA 

IPI00419585 

Peptidyl-prolyl  cis-trans  isomerase  A 

62 

208 

KITIADCGQLE 

Raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

PPIA 

IPI004 19585 

Peptidyl-prolyl  cis-trans  isomerase  A 

161 

209 

LVQAFQFTDKHGEVCPAGWKPGSDTIKPDV 

QK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

PRDXl 

IPI00000874 

Peroxiredoxin-1 

173 

210 

GKDCAVIVTQK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

PSMA6 

IPI00029623 

Proteasome  subunit  alpha  type  6 

47 

211 

ACEDYPVTSVEPPASIGK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

PTTGIIP 

IPI00023974 

Pituitary  tumor-transforming  gene  1 
protein-interaeting  protein  preeursor 

66/81 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

PTTGIIP 

IPI00023974 

Pituitary  tumor-transforming  gene  1 
protein-interaeting  protein  preeursor 

66 

212 

NVSCEWCNTNK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

PTTGIIP 

IPI00023974 

Pituitary  tumor-transforming  gene  1 
protein-interaeting  protein  preeursor 

57/60 

213 

VTFSQDPTTVAIGISK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

PVRE2 

IPI00022661 

Isoform  Delta  of  Poliovirus  reeeptor- 
related  protein  2  preeursor 

183 

214 

EEEGNKCDMEAK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

RAB13 

IPIOOO 16373 

Ras-related  protein  Rab-13 

123 

215 

YEECSAETQR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

RACl 

IPIOOO 10271 

Isoform  A  of  Ras-related  C3  botulinum 
toxin  substrate  1  preeursor 

157 

Raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

RACl 

IPIOOO 10271 

Isoform  A  of  Ras-related  C3  botulinum 
toxin  substrate  1  preeursor 

157 

216 

QWNNCAFEESSAK 

Non-raft 

1.0 

0.5 

2.00 

1 

1 

1 

0 

RAPIB 

IPI00015148 

Ras-related  protein  Rap- lb  preeursor 

141 

217 

AEAEEWGCPFMETSAK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

RAP2A 

IPIOOO 19346 

Ras-related  protein  Rap-2a 

140 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

RAP2B 

IPIOOO 18364 

Ras-related  protein  Rap-2b  preeursor 

140 

18582561 

176/177 

Human 

218 

AEAQEWGCPFMETSAK 

Non-raft 

1.5 

0.0 

5.00 

1 

0 

2 

0 

RAP2C 

IPI00009607 

Ras-related  protein  Rap-2e  preeursor 

140 

219 

EYGSEPLCVEEER 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

RCEl 

IPI00031755 

CAAX  prenyl  protease  2 

85 

220 

NCMTDEEAKEEAK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

REEP5 

IPI00024670 

Reeeptor  expression-enhaneing  protein  5 

18 

221 

CTTEAEQDIEEEKVEK 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

REEEl 

IPI002 16890 

Similar  to  expressed  sequenee  AA536743 

88 

222 

IGAFGYMEGSAK 

Non-raft 

1.0 

0.0 

3.33 

0 

0 

2 

0 

RHOA 

IPI00027500 

Transforming  protein  RhoA  preeursor 

159 

223 

HFCPNVPllEVANKK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

RHOB 

IPI00000041 

Rho-related  GTP-binding  protein  RhoB 
preeursor 

107 

1400319 

189/192 

Human 

224 

VEPCAHAYHSR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

RNF167 

IPI00023511 

RING  finger  protein  167  preeursor 

248 

225 

CTGGEVGATSAEAPK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

RPE12 

IPI00024933 

60S  ribosomal  protein  E12 

17 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

RPE12 

IPI00024933 

60S  ribosomal  protein  E12 

12 

226 

EVIEANNCPAER 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

RPE30 

IPI002 19156 

60S  ribosomal  protein  E30 

52 

227 

VCTEAIIDPGDSDIIR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

RPE30 

IPI002 19156 

60S  ribosomal  protein  E30 

92 

228 

VGETNYAAAYCTGEEEAR 

Raft 

1.5 

0.5 

3.00 

1 

1 

2 

0 

RPE5 

IPI00000494 

60S  ribosomal  protein  E5 

100 

229 

VTNRDIICQIAYAR 

Raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

RPE5 

IPI00000494 

60S  ribosomal  protein  E5 

62 

230 

CPFTGNVSIR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

RPSll 

IPI00025091 

40S  ribosomal  protein  SI  1 

60 

231 

EGEWVGIGK 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

RPS12 

IPI00013917 

40S  ribosomal  protein  S12 

92 

232 

GCTATEGNFAK 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

RPS2 

IPIOOO 13485 

40S  ribosomal  protein  S2 

229 

233 

GECAIAQAESER 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

RPS3 

IPI00011253 

40S  ribosomal  protein  S3 

97 

Raft 

1.0 

0.5 

2.00 

1 

1 

1 

0 

RPS3 

IPI00011253 

40S  ribosomal  protein  S3 

97 

234 

TIAECEADEEINAAK 

Non-raft 

1.0 

0.5 

2.00 

1 

0 

1 

1 

RPS5 

IPI00008433 

40S  ribosomal  protein  S5 

172 

Raft 

1.0 

0.5 

2.00 

0 

0 

2 

1 

RPS5 

IPI00008433 

40S  ribosomal  protein  S5 

172 

235 

VNQAIWEIGTGAR 

Raft 

1.5 

0.0 

5.00 

2 

0 

1 

0 

RPS5 

IPI00008433 

40S  ribosomal  protein  S5 

155 

236 

ADHQPETEASYVNEPTIAICNTDSPER 

Raft 

1.0 

0.5 

2.00 

1 

1 

1 

0 

RPSA 

IPI00413108 

Ribosomal  protein  SA 

153 
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237 

NTSAVLGCLAEK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

RSPRYl 

1P100061267 

Ring  finger  and  SPRY  domain  containing 

1 

208 

Raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

RSPRYl 

1P100061267 

Ring  finger  and  SPRY  domain  containing 

1 

208 

238 

YSNSALGHVNCTIK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

RTN4 

1P100021766 

Isoform  1  of  Reticulon-4 

1101 

239 

LLETECPQYIR 

Non-raft 

1.5 

1.5 

1.00 

1 

1 

2 

2 

S100A8 

1P100007047 

Protein  S100-A8 

42 

240 

QNNWPPEPSWCPVKPCFYQDFSTEIPADYQ 

R 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

SCAMP2 

1P1002 18850 

Secretory  carrier-associated  membrane 
protein  2 

127/132 

241 

QNNWPPEPSFCPVQPCFFQDISMEIPQEFQK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

SCAMP3 

1P100306382 

Isoform  1  of  Secretory  carrier-associated 
membrane  protein  3 

142/147 

242 

SQEKCYEFWSSSK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

SCARE  1 

IPlOO 177968 

Isoform  1  of  Scavenger  receptor  class  B 
member  1 

470 

243 

AITIANQTNCPEYITK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

SDF2E1 

IPlOO 106642 

Dihydropyrimidinase-like  2 

248 

244 

VGSVEQEGCGK 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

SDHA 

1P100305166 

Succinate  dehydrogenase  [ubiquinone] 
flavoprotein  subunit,  mitochondrial 
precursor 

536 

245 

SPAESAAAGETCEPSVTR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

SFT2D3 

IPlOO 166444 

Vesicle  transport  protein  SFT2C 

67 

246 

AAEEAEG^ENNK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

SHMT2 

1P100002520 

Serine  hydroxymethyltransferase, 
mitochondrial  precursor 

91 

247 

EGEQCEPSDGVQNVNQ 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

SEC19A1 

1P100375452 

Folate  transporter  1 

580 

248 

GEAAAEPTANGGEAEASIEDQGAAAGG^G 

SR 

Non-raft 

2.0 

0.0 

6.67 

3 

0 

1 

0 

SEC1A5 

IPIOOO 19472 

Neutral  amino  acid  transporter  B(0) 

39 

249 

SCTVENVEGDAEGAGEEQNYVDRTESR 

Non-raft 

1.5 

0.0 

5.00 

2 

0 

1 

0 

SEC1A5 

IPIOOO 19472 

Neutral  amino  acid  transporter  B(0) 

467 

250 

SSVTHEECASK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

SEC38A2 

1P100410034 

Putative  40-9-1  protein 

403 

251 

IGSSEEQEFCPTIEQQEDSR 

Non-raft 

1.5 

0.0 

5.00 

2 

0 

1 

0 

SEC39A14 

1P100014236 

KIAA0062  protein 

118 

252 

EVSGYDSYGNICGQK 

Non-raft 

2.0 

0.0 

6.67 

2 

0 

2 

0 

SEC44A1 

1P100221393 

Isoform  1  of  Choline  transporter-like 
protein  1 

69 

253 

SVAECVAACPR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

SEC44A1 

IPI00221393 

Isoform  1  of  Choline  transporter-like 
protein  1 

117 

254 

IFDDSPCPFTAK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

SEC44A2 

1P100293074 

Isoform  2  of  Choline  transporter-like 
protein  2 

399 

255 

EESEEPE^QK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

SEC5A6 

IPI00031822 

Sodium-dependent  multivitamin 
transporter 

577 

256 

CCGECVCPCNR 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

SNAP23 

1P100010438 

Isoform  SNAP -23 a  of  Synaptosomal- 
associated  protein  23 

79/80/83 

/85/87 

12551899 

80/83/85/87 

Human 

257 

TTWGDGGENSrcNVVSK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

SNAP23 

IPI00010438 

Isoform  SNAP -23 a  of  Synaptosomal- 
associated  protein  23 

112 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

SNAP23 

1P100010438 

Isoform  SNAP -23 a  of  Synaptosomal- 
associated  protein  23 

112 

258 

EEQEIVDQCMNR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

SPTECl 

1P100005745 

Serine  palmitoyltransferase  1 

419 

259 

GPGEFFIEICTDSFIK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

STOM 

IP1002 19682 

Erythrocyte  band  7  integral  membrane 
protein 

87 

10338112 

30/87 

Human 

Raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

STOM 

1P1002 19682 

Erythrocyte  band  7  integral  membrane 
protein 

87 

260 

ECEISTFEEDGIR 

Non-raft 

1.0 

0.0 

3.33 

0 

0 

2 

0 

SURF4 

1P100399142 

Surfeit  4 

32 

261 

EFGNMEGE)CPSDWKTDSTCR 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

TFRC 

IP100022462 

Transferrin  receptor  protein  1 

363 

2398066 

62/67 

Human 

No. 

Sequence 

Fraction 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Reference 

Known 

Sites 

Organism 

Ave. 

EXP 

Ave. 

CON 

Ave. 

Ratio 

1st 

EXP 

1st 

CON 

2nd 

EXP 

2nd 

CON 

262 

SEGTYCCGPVPVR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TGM2 

1P100294578 

Isoform  1  of  Protein-glutamine  gamma- 
glutamyltransferase  2 

370 

263 

SEGTYCCGPVPVR 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

TGM2 

1P100294578 

Isoform  1  of  Protein-glutamine  gamma- 
glutamyltransferase  2 

370/371 

264 

TVSYNGIEGPKGTK 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

TGM2 

1P100294578 

Isoform  1  of  Protein-glutamine  gamma- 
glutamyltransferase  2 

524 

265 

SQGVFQCGPASVIGVR 

Non-raft 

0.0 

1.0 

0.00 

0 

2 

0 

0 

TGM3 

1P100300376 

Protein-glutamine  gamma- 
glutamyltransferase  E  preeursor 

367 

Raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

TGM3 

1P100300376 

Protein-glutamine  gamma- 
glutamyltransferase  E  preeursor 

367 

266 

VETAAGNSCR 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

THOC6 

1P100301252 

Isoform  3  of  THO  eomplex  subunit  6 
homolog 

279 

267 

CSECIDWGEKR 

Raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

TMEM50A 

1P100000612 

Transmembrane  protein  50A 

10/13 

268 

DNGFCSWETAIFR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

TMEM63B 

1P1005 14538 

transmembrane  protein  63 B 

126 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TMEM63B 

1P1005 14538 

transmembrane  protein  63 B 

126 

269 

NTACQCKPGTFR 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

TNFRSFIOA 

IPI00021975 

Tumor  neerosis  faetor  reeeptor 
superfamily  member  lOA  preeursor 

188/190 

270 

NTACQCKPGTFR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TNFRSFIOA 

1P100021975 

Tumor  neerosis  faetor  reeeptor 
superfamily  member  lOA  preeursor 

188 

271 

YGQDYSTHWNDEEIGER 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TNFRSFIOB 

1P100296379 

Isoform  Eong  of  Tumor  neerosis  faetor 
reeeptor  superfamily  member  lOB 
preeursor 

113 

272 

EEEQAEAEGCQR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TNFRSFIOD 

1P100294516 

Tumor  neerosis  faetor  reeeptor 
superfamily  member  lOD  preeursor 

326 

273 

VFEDNNPWVCDCHMADMVTWEK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TPBG 

1P100009111 

Trophoblast  glyeoprotein  preeursor 

298/300 

274 

lAVAAQNCYK 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

TPIl 

1P100465028 

Triosephosphate  isomerase  1  variant 

104 

275 

IIYGGSVTGATCK 

Non-raft 

1.0 

0.5 

2.00 

1 

1 

1 

0 

TPIl 

1P100465028 

Triosephosphate  isomerase  1  variant 

255 

276 

VVNTQCGYDVR 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

TSPAN14 

1P100165394 

Isoform  2  of  Tetraspanin-14 

183 

277 

AVCMESNTTAIAEAWAR 

Non-raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

TUBAIA 

IPlOO 180675 

Tubulin  alpha-3  ehain 

376 

9247644 

20/213/376 

Porcine 

Non-raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

TUBAIB 

1P100387144 

Tubulin  alpha-ubiquitous  ehain 

376 

Non-raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

TUBA8 

1P100646909 

Tubulin  alpha- 8  ehain 

376 

278 

TIQFVDWCPTGFK 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

TUBAIA 

IPlOO 180675 

Tubulin  alpha-3  ehain 

347 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

TUBAIC 

1P1002 18343 

Tubulin  alpha- 6  ehain 

347 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

TUBA8 

1P100646909 

Tubulin  alpha- 8  ehain 

347 

279 

YMACCEEYR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TUBAIA 

IPlOO 180675 

Tubulin  alpha-3  ehain 

316 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TUBAIB 

1P100387144 

Tubulin  alpha-ubiquitous  ehain 

316 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TUBAIC 

1P1002 18343 

Tubulin  alpha- 6  ehain 

316 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

TUBA4A 

1P100007750 

Tubulin  alpha- 1  ehain 

316 

280 

SIQFVDWCPTGFK 

Non-raft 

0.5 

1.0 

0.50 

1 

1 

0 

1 

TUBAIB 

1P100387144 

Tubulin  alpha-ubiquitous  ehain 

347 

Raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

TUBAIB 

1P100387144 

Tubulin  alpha-ubiquitous  ehain 

347 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

TUBA4A 

1P100007750 

Tubulin  alpha- 1  ehain 

347 

281 

TAVCDIPPR 

Non-raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

TUBB 

1P100011654 

Tubulin  beta-2  ehain 

354 

Non-raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

TUBB2A 

IPIOOO 13475 

tubulin,  beta  2 

354 

Non-raft 

0.0 

0.5 

0.00 

0 

0 

0 

1 

TUBB2C 

1P100007752 

Tubulin  beta-2C  ehain 

354 

282 

FllTAEPTlYICK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

TXNDCl 

1P100395887 

Thioredoxin  domain-eontaining  protein  1 
preeursor 

116 

No. 

Sequence 

Fraction 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Reference 

Known 

Sites 

Organism 

Ave. 

EXP 

Ave. 

CON 

Ave. 

Ratio 

1st 

EXP 

1st 

CON 

2nd 

EXP 

2nd 

CON 

283 

WGLGGTCVNVGCIPK 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

TXNRDl 

IPI00554786 

Thioredoxin  reductase  1 ,  cytoplasmic 
precursor 

64 

Non-raft 

1.0 

0.0 

3.33 

1 

0 

1 

0 

TXNRD2 

IPIOO 157820 

Isoform  2  of  Thioredoxin  reductase  2, 
mitochondrial  precursor 

91 

284 

FSAVALCK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

UCHEl 

IPIOOO 18352 

Ubiquitin  carboxyl-terminal  hydrolase 
isozyme  El 

220 

285 

QTIGNSCGTIGLIHAVANNQDKLGFEDGSVI 

K 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

UCHEl 

IPIOOO 18352 

Ubiquitin  carboxyl-terminal  hydrolase 
isozyme  El 

90 

286 

ACGLNFADLMAR 

Non-raft 

0.0 

0.5 

0.00 

0 

1 

0 

0 

VATl 

IPI00156689 

Synaptic  vesicle  membrane  protein  VAT- 
1  homolog 

86 

287 

AIANECQANFISIK 

Non-raft 

0.5 

0.5 

1.00 

1 

0 

0 

1 

VCP 

IPI00022774 

Transitional  endoplasmic  reticulum 
ATPase 

535 

288 

GVLFYGPPGCGK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

VCP 

IPI00022774 

Transitional  endoplasmic  reticulum 
ATPase 

522 

289 

LGDVISIQPCPDVK 

Non-raft 

1.0 

1.0 

1.00 

1 

1 

1 

1 

VCP 

IPI00022774 

Transitional  endoplasmic  reticulum 
ATPase 

105 

290 

QAAPCVLFFDELDSIAK 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

VCP 

IPI00022774 

Transitional  endoplasmic  reticulum 
ATPase 

572 

291 

YQIDPDACFSAK 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

VDACl 

IPI002 16308 

V  oltage-dependent  anion-selective 
channel  protein  1 

232 

292 

ATHGQTCARPMCIPPSYADEGK 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

VDAC2 

IPI002 16026 

Isoform  1  of  Voltage-dependent  anion- 
selective  channel  protein  2 

8/13 

293 

ATHGQTCARPMCIPPSYADEGK 

Non-raft 

0.5 

0.5 

1.00 

1 

1 

0 

0 

VDAC2 

IPI002 16026 

Isoform  1  of  Voltage-dependent  anion- 
selective  channel  protein  2 

8 

294 

QVQSETCEVDAEKGTNESEER 

Raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

VIM 

IPI004 18471 

Vimentin 

328 

295 

AANIEVGENEVCK 

Non-raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

YESl 

IPI00013981 

Proto-oncogene  tyrosine-protein  kinase 
Yes 

410 

7980442 

3  (probable) 

Monkey 

Raft 

0.5 

0.0 

1.67 

0 

0 

1 

0 

YESl 

IPI00013981 

Proto-oncogene  tyrosine-protein  kinase 
Yes 

410 

296 

GGVNPFTNGCCNNVSR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ZDHHC5 

IPI00328272 

Isoform  1  of  Probable 
palmitoyltransferase  ZDHHC5 

236/237 

297 

VECSSPAPR 

Non-raft 

0.5 

0.0 

1.67 

1 

0 

0 

0 

ZDHHC5 

IPI00328272 

Isoform  1  of  Probable 
palmitoyltransferase  ZDHHC5 

245 

298 

TFFTSPCTEEPR 

Non-raft 

1.0 

0.0 

3.33 

2 

0 

0 

0 

ZDHHC6 

IPI00008350 

Isoform  1  of  Probable 
palmitoyltransferase  ZDHHC6 

343 

Note  1.  No.  =  Number  (see  the  1st  eolumn). 

Note  2.  Avg.  =  Average  (see  the  4th~6th  eolumns) 

Note  3.  Aee.  Number  =  Aeeession  Number  (see  the  12th  eolumn) 

Note  4.  To  avoid  division  by  zero,  a  value  of  0.3  was  substituted  for  CON  speetral  eounts  of  0  (see  the  5th  eolumn)  so  that  the  average  EXP/CON  ratios  (see  the  6th  eolumn)  eould  be  ealeulated. 

Note  5.  The  peptide  sequenees  (see  the  2nd  eolumn)  were  assorted  aeeording  to  Gene  Symbols  (see  the  1 1th  eolumn). 

Note  6.  The  peptide  sequenees  are  only  representative,  sinee  a  maximum  of  one  miseleavage  may  give  rise  to  a  maximum  of  3  unique  peptides. 

Note  7.  Cysteins  in  blue  (bold  and  underlined,  see  the  2nd  eolumn)  were  earbamidomethylated,  indieating  they  were  orignially  S-aeylated.  Cysteines  in  red  were  modified  by  N-ethylmaleimide,  indieating  they  were 
originally  nonaeylated. 


Table  S5.  Localization  of  S-acylation  sites  using  the  peptide-based  procedure. 


No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

1 

MLITSQAMDILRCNPQK 

+ 

495.50 

4 

47.0 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100022913 

PR01575 

13 

495.55 

4 

48.7 

Raft 

+ 

0.50 

0.25 

2.00 

1 

0 

6.67 

0 

1 

0.00 

0.5 

0.5 

1.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

1P100022913 

PR01575 

2 

TLACAGLDVCCEGSEAGDAGTAGSSAR 

- 

650.45 

4 

47.0 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

1P100024270 

Hypothetical  protein 

3 

ADDLDFETGDAGASATFPMQCSALRK 

- 

920.71 

3 

81.0 

Non-raft 

- 

0.50 

0.50 

1.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

2 

0 

13.33 

0 

1 

0.00 

1.0 

0.5 

2.00 

1P1002 18084 

PREDICTED:  similar  to  eukaryotic  translation 
initiation  factor  5A 

920.61 

3 

92.3 

Raft 

- 

1.25 

0.75 

1.67 

1 

1 

1.00 

1 

2 

0.50 

1.0 

1.5 

0.67 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

1P1002 18084 

PREDICTED:  similar  to  eukaryotic  translation 
initiation  factor  5A 

4 

WEPGMVGAASSAAGESVCVQGCR 

- 

599.71 

4 

44.3 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

1P100295844 

OTTHUMP0000003 1 44 1 

5 

AALEPFQTEEDSISVSDAPGSCIIDCNENTR 

- 

1105.20 

3 

55.7 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100429529 

HERV-K_12ql4.1  provirus  ancestral  Gag 
polyprotein 

111/115 

6 

FISEPSTYVPAGSSATAWLARIGQAR 

- 

697.14 

4 

55.5 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100447734 

Em:AC008101.5  protein 

7 

GCGRPGESSGR 

+ 

355.21 

3 

46.8 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P1005 14009 

Novel  protein 

213 

8 

SEDAPKIHMALSISLFLLNLTFLINVGSSSQC 

PPASCWVR 

1076.36 

4 

44.2 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100552637 

G-protein  coupled  receptor 

9 

NVLQLLCLCRMK 

- 

359.32 

4 

46.5 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

1P100644570 

18  kDa  protein 

10 

LSATIASGYCGSDAMCLVR 

- 

682.02 

3 

44.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100646048 

Novel  protein 

11 

LVIAAADPGARVGSSCLGISAGIHLGEATGP 

974.39 

3 

48.4 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100737515 

PREDICTED:  similar  to  Unc4.1  homeobox 

12 

LGSPGCPGPSVAGTVHHGPAQRPLAR 

- 

631.33 

4 

49.6 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100737760 

PREDICTED:  similar  to  BAH  domain  and 
coiled-coil  containing  1 

13 

KCLLLLCQLR 

601.61 

2 

61.0 

Non-raft 

+  +  + 

0.75 

0.00 

5.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

1P100747966 

Conserved  hypothetical  protein 

87/92 

601.63 

2 

65.5 

Raft 

+  +  + 

0.75 

0.00 

5.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

1P100747966 

Conserved  hypothetical  protein 

14 

ASHQAGLGCSSQGRPEGCGDR 

+ 

550.32 

4 

47.2 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100748363 

Similar  to  UDP-glucuronate  decarboxylase 

96 

15 

HLNLGHPVCTLSK 

- 

355.33 

4 

55.6 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100748374 

Similar  to  Ras  suppressor  protein  1 

16 

LRISSSLLIKSSSSSDTLDR 

- 

722.44 

3 

56.3 

Non-raft 

- 

0.00 

0.75 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

2 

0.00 

0.0 

1.5 

0.00 

1P100749362 

CDNA  FLJ38877  fis,  clone  MESAN2015277 

722.30 

3 

50.7 

Raft 

- 

0.50 

0.25 

2.00 

1 

0 

6.67 

1 

1 

1.00 

1.0 

0.5 

2.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1P100749362 

CDNA  FLJ38877  fis,  clone  MESAN2015277 

17 

MPSFHVLAQCLGGPRNPLLGVEALFMICPS 

LLR 

- 

907.53 

4 

44.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

AAAS 

1P100792062 

7  kDa  protein 

18 

CAAAGSSSSGSAAAALDAECRLK 

- 

552.84 

4 

46.2 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ABHD12 

1P100060569 

Isoform  2  of  Abhydrolase  domain-containing 
protein  12 

34 

19 

PQAAPCLSGAPQASAADVVWHGR 

- 

576.66 

4 

54.6 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ACAAl 

IPIOOO 11522 

Homo  sapiens  clone  23623 

576.63 

4 

48.9 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

ACAAl 

IPIOOO 11522 

Homo  sapiens  clone  23623 

20 

GVAALCIGGGMGIAMCVQR 

+ 

456.89 

4 

47.7 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ACAT2 

1P100291419 

Acetyl-coA  acetyltransferase,  cytosolic 

383/393 

21 

TGATRGAQEPCSVWEPPK 

- 

479.31 

4 

45.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

ACD 

1P100254484 

Isoform  1  of  Adrenocortical  dysplasia  protein 
homolog 

22 

23 

FRCPETLFQPSFIGMESAGIHETTYNSIMK 

- 

1146.05 

3 

46.6 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ACTAl 

1P100021428 

Actin,  alpha  skeletal  muscle 

FRCPEALFQPSFLGMESCGIHETTFNSIMK 

+  +  +  +  + 

1183.39 

3 

115.6 

Non-raft 

+  +  +  +  + 

1.50 

0.00 

10.00 

3 

0 

20.00 

1 

0 

6.67 

2.0 

0.0 

13.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

ACTB 

1P100021439 

Actin,  cytoplasmic  1 

272 

ACTGl 

1P100021440 

Actin,  cytoplasmic  2 

272 

1183.33 

3 

114.6 

Raft 

+  +  +  +  + 

3.25 

0.00 

21.67 

6 

0 

40.00 

5 

0 

33.33 

5.5 

0.0 

36.67 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

ACTB 

1P100021439 

Actin,  cytoplasmic  1 

ACTGl 

1P100021440 

Actin,  cytoplasmic  2 

24 

LCYVALDFEQEMATAASSSSLEK 

- 

832.52 

3 

51.3 

Raft 

- 

0.25 

0.25 

1.00 

0 

0 

0.00 

1 

1 

1.00 

0.5 

0.5 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ACTB 

1P100021439 

Actin,  cytoplasmic  1 

ACTGl 

1P100021440 

Actin,  cytoplasmic  2 

25 

DDDIAALWDNGSGMCK 

- 

883.41 

2 

137.8 

Non-raft 

- 

6.00 

8.50 

0.71 

6 

8 

0.75 

6 

8 

0.75 

6.0 

8.0 

0.75 

5 

10 

0.50 

7 

8 

0.88 

6.0 

9.0 

0.67 

ACTB 

1P100021439 

Actin,  cytoplasmic  1 

883.59 

2 

145.9 

Raft 

- 

14.00 

12.00 

1.17 

16 

17 

0.94 

14 

13 

1.08 

15.0 

15.0 

1.00 

14 

10 

1.40 

12 

8 

1.50 

13.0 

9.0 

1.44 

ACTB 

1P100021439 

Actin,  cytoplasmic  1 

26 

EEEIAALVIDNGSGMCK 

- 

911.15 

2 

114.8 

Non-raft 

- 

3.75 

8.25 

0.45 

4 

7 

0.57 

1 

7 

0.14 

2.5 

7.0 

0.36 

5 

11 

0.45 

5 

8 

0.63 

5.0 

9.5 

0.53 

ACTGl 

1P100021440 

Actin,  cytoplasmic  2 

919.04 

2 

144.7 

Raft 

- 

15.50 

13.50 

1.15 

17 

15 

1.13 

17 

16 

1.06 

17.0 

15.5 

1.10 

14 

15 

0.93 

14 

8 

1.75 

14.0 

11.5 

1.22 

ACTGl 

1P100021440 

Actin,  cytoplasmic  2 

27 

ELPPDQAEYCIAR 

- 

752.86 

2 

47.6 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ACTN4 

1P100013808 

Alpha-actinin-4 

753.09 

2 

63.3 

Raft 

+ 

3.00 

2.00 

1.50 

3 

4 

0.75 

5 

4 

1.25 

4.0 

4.0 

1.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

ACTN4 

1P100013808 

Alpha-actinin-4 

28 

CQLEINFNTLQTK 

+  + 

776.70 

2 

97.1 

Raft 

+  + 

0.50 

0.00 

3.33 

0 

0 

0.00 

2 

0 

13.33 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ACTN4 

1P100013808 

Alpha-actinin-4 

351 

29 

AGRLPACVVDCGTGYTK 

- 

939.77 

2 

56.5 

Non-raft 

- 

0.25 

0.25 

1.00 

1 

1 

1.00 

0 

0 

0.00 

0.5 

0.5 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ACTR3 

1P100028091 

Actin-like  protein  3 

30 

AGRLPACVVDCGTGYTK 

- 

940.21 

2 

47.1 

Non-raft 

- 

1.00 

1.75 

0.57 

1 

1 

1.00 

2 

2 

1.00 

1.5 

1.5 

1.00 

1 

2 

0.50 

0 

2 

0.00 

0.5 

2.0 

0.25 

ACTR3 

1P100028091 

Actin-like  protein  3 

939.51 

2 

65.4 

Raft 

- 

0.25 

0.25 

1.00 

1 

1 

1.00 

0 

0 

0.00 

0.5 

0.5 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ACTR3 

1P100028091 

Actin-like  protein  3 

31 

CGVCGGDNKSCK 

- 

474.10 

3 

46.7 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ADAMTS15 

1P100152637 

ADAMTS-15  precursor 

32 

NSGSCLCLPR 

+  +  +  +  + 

525.54 

2 

75.1 

Non-raft 

+  +  +  +  + 

1.75 

0.00 

11.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

ADCY3 

1P100028513 

Adenylate  cyclase  type  3 

46/48 

33 

CQPAPPIDEDLPEERPDD 

+  +  +  +  + 

1019.08 

2 

74.7 

Non-raft 

+  +  +  +  + 

1.00 

0.00 

6.67 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

ADORAl 

1P100026872 

Adenosine  A1  receptor 

309 

34 

AAGTAVGACASGGGPIGGGAR 

+ 

426.13 

4 

46.0 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

AGER 

1P100654858 

Receptor  for  advanced  glycosylation  end- 
products  deletion  exon2-6  variant 

10 

35 

GPFVEAEVPDVDLECPDAK 

+ 

1015.99 

2 

50.1 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

AHNAK 

1P100555610 

313  kDa  protein 

1686 

36 

SSGCDVNLPGVNVKLPTGQISGPEIK 

+  +  + 

870.75 

3 

47.1 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

AHNAK 

1P100555610 

313  kDa  protein 

2572 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

870.72 

3 

66.1 

Raft 

+  +  + 

0.75 

0.00 

5.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

AHNAK 

1P100555610 

313  kDa  protein 

37 

MEVLGHFGQGSNGYLELALPSARGVS\CL 

R 

+ 

1060.16 

3 

47.0 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

AKAP13 

1P100386928 

CDNA  FLJl  1952  frs,  clone  HEMBB 1000831, 
weakly  similar  to  Homo  sapiens  breast  cancer 
nuclear  receptor-binding  auxiliary  protein 
(BRX)  mRNA 

28 

38 

FMNSGQTCVAPDYILCDPSIQNQIVEKLK 

- 

1086.69 

3 

43.7 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ALDH3A1 

1P100296183 

Aldehyde  dehydrogenase,  dimeric  NADP- 
preferring 

39 

YASICQQNGIVPIVEPEILPDGDHDLK 

+ 

989.32 

3 

48.8 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ALDOC 

1P1004 18262 

Fructose-bisphosphate  aldolase  C 

178 

40 

YYHVFREGELEGACR 

- 

611.04 

3 

47.3 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ALKBH8 

1P100154533 

IMP  dehydrogenase/GMP  reductase  family 
protein 

41 

MAKMPSGCGESSAGNR 

- 

407.04 

4 

45.4 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ALOX12 

1P100782956 

22  kDa  protein 

42 

QNIDVFAQDMCGRDAEDYAISHHLTK 

- 

993.35 

3 

46.4 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ANKRD20A1 

1P100020265 

Ankyrin  repeat  domain-containing  protein 

20A1 

231 

43 

SSSKPSCSLASGLK 

- 

451.41 

3 

46.1 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ANKRD34C 

1P100741635 

PREDICTED:  similar  to  cytosolic 
phosphoprotein  DP58  isoform  2 

485 

44 

AQQPAASSTCGQPPPATGSEQTGPHIR 

- 

669.96 

4 

52.2 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ANKRD6 

1P100032135 

Isoform  1  of  Ankyrin  repeat  domain- 
containing  protein  6 

607 

45 

CSDNTEVEVSNLENKQPVESTSAK 

+ 

870.30 

3 

44.8 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ANLN 

1P100032958 

Isoform  2  of  Actin-binding  protein  anillin 

71 

46 

SCEGQNPELLPK 

657.95 

2 

56.0 

Raft 

0.75 

0.00 

5.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ANLN 

1P100032958 

Isoform  2  of  Actin-binding  protein  anillin 

309 

47 

MFCGDYVQGTIFPAPNFNPIMDAQMLGGA 

LQGFDCDK 

- 

1050.34 

4 

48.0 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ANXAIO 

1P100296528 

Armexin  AlO 

35 

48 

GLGTDEDSLIEIICSR 

- 

861.05 

2 

72.4 

Non-raft 

- 

0.25 

0.75 

0.33 

0 

1 

0.00 

1 

2 

0.50 

0.5 

1.5 

0.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ANXA2P2 

1P100334627 

Similar  to  armexin  A2  isoform  1 

861.21 

2 

72.3 

Raft 

- 

0.25 

1.25 

0.20 

0 

2 

0.00 

0 

2 

0.00 

0.0 

2.0 

0.00 

1 

0 

6.67 

0 

1 

0.00 

0.5 

0.5 

1.00 

ANXA2P2 

1P100334627 

Similar  to  armexin  A2  isoform  1 

49 

STVHEILCKLSLEGDHSTPPSAYGSVK 

- 

967.26 

3 

104.9 

Non-raft 

- 

3.50 

3.75 

0.93 

2 

3 

0.67 

5 

4 

1.25 

3.5 

3.5 

1.00 

4 

5 

0.80 

3 

3 

1.00 

3.5 

4.0 

0.88 

ANXA2P2 

1P100334627 

Similar  to  armexin  A2  isoform  1 

966.81 

3 

111.0 

Raft 

+ 

4.75 

2.25 

2.11 

4 

2 

2.00 

5 

4 

1.25 

4.5 

3.0 

1.50 

6 

1 

6.00 

4 

2 

2.00 

5.0 

1.5 

3.33 

ANXA2P2 

1P100334627 

Similar  to  armexin  A2  isoform  1 

50 

MCFSATTDLGRGAVGNVSVLGR 

- 

564.28 

4 

52.3 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

AP3S1 

IPIOOO 14624 

Adapter-related  protein  complex  3  sigma  1 
subrmit 

51 

MSATWCSPEGQGMGQGPGREVGGNSAAS 

GPASPIR 

- 

1150.41 

3 

47.1 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

APLN 

1P100419611 

Apelin,  AGTRLl  ligand 

6 

52 

CCALGRGTAWAACPGGACGLMGEADPSPP 

HCQQGQGK 

1027.27 

4 

45.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ARHGAP27 

1P100795597 

7  kDa  protein 

53 

GCGAFCHDDCIGPSKLCVSCLWR 

- 

684.25 

4 

46.0 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

ASXL2 

1P100384569 

Hypothetical  protein  K1AA1685 

54 

MDCSLVR 

+  + 

433.33 

2 

57.4 

Non-raft 

+  + 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

2 

0 

13.33 

1.0 

0.0 

6.67 

ATPllA 

1P100255653 

Probable  phospholipid-transporting  ATPase  IH 

3 

55 

YCAGEENWVDSR 

+  +  +  +  + 

678.99 

2 

62.6 

Non-raft 

+  +  +  +  + 

2.50 

0.00 

16.67 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

ATPllA 

1P100255653 

Probable  phospholipid-transporting  ATPase  IH 

14 

715.10 

2 

84.6 

Raft 

+  +  + 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ATPllA 

1P100255653 

Probable  phospholipid-transporting  ATPase  IH 

56 

AAAAAVGNAVPCGARPCGVRPDGQPKPGP 

QPR 

1078.46 

3 

45.1 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ATP13A1 

1P100034277 

Isoform  A  of  Probable  cation-hansporting 
ATPase  13A1 

18 

57 

IISANGCKVDNSSLTGESEPQTR 

- 

803.03 

3 

75.9 

Non-raft 

- 

2.25 

1.75 

1.29 

2 

1 

2.00 

4 

2 

2.00 

3.0 

1.5 

2.00 

2 

2 

1.00 

1 

2 

0.50 

1.5 

2.0 

0.75 

ATPlAl 

1P100006482 

Isoform  Long  of  Sodium/potassium¬ 
transporting  ATPase  alpha- 1  chain  precursor 

803.03 

3 

85.0 

Raft 

+ 

1.75 

0.75 

2.33 

1 

2 

0.50 

2 

1 

2.00 

1.5 

1.5 

1.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

ATPlAl 

1P100006482 

Isoform  Long  of  Sodium/potassium¬ 
transporting  ATPase  alpha- 1  chain  precursor 

58 

LllVEGCQR 

+  + 

515.61 

2 

52.8 

Non-raft 

+  + 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ATPlAl 

1P100006482 

Isoform  Long  of  Sodium/potassium¬ 
transporting  ATPase  alpha- 1  chain  precursor 

705 

59 

NIAFFSTNCVEGTAR 

- 

815.66 

2 

87.1 

Non-raft 

- 

1.75 

0.75 

2.33 

2 

1 

2.00 

2 

2 

1.00 

2.0 

1.5 

1.33 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

ATPlAl 

1P100006482 

Isoform  Long  of  Sodium/potassium- 
transporting  ATPase  alpha- 1  chain  precursor 

249 

60 

NLEAVETLGSTSTICSDKTGTLTQNR 

+  +  +  + 

914.46 

3 

64.9 

Non-raft 

+  +  +  + 

1.25 

0.00 

8.33 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

ATPlAl 

1P100006482 

Isoform  Long  of  Sodium/potassium¬ 
transporting  ATPase  alpha- 1  chain  precursor 

374 

ATP1A2 

1P100003021 

Sodium/potassium-transporting  ATPase  alpha- 
1  chain  precrrrsor 

372 

914.43 

3 

52.9 

Raft 

+  + 

0.50 

0.00 

3.33 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

ATPlAl 

1P100006482 

Isoform  Long  of  Sodium/potassium¬ 
transporting  ATPase  alpha- 1  chain  precursor 

ATP1A2 

1P100003021 

Sodium/potassium-transporting  ATPase  alpha- 
2  chain  precursor 

61 

NKILIFGLLEETALAAFLSYCPGMGVALR 

+ 

1038.65 

3 

46.9 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

ATP1A2 

1P100003021 

Sodium/potassium-transporting  ATPase  alpha- 
2  chain  precursor 

958 

62 

GAPESVIERCSSVR 

- 

373.15 

4 

47.8 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

ATP2A3 

1P100004092 

Isoform  SERCA3B  of 

Sarcoplasmic/endoplasmic  reticulum  calcium 
ATPase  3 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

63 

ILAAQGCKVDNSSLTGESEPQTR 

- 

802.78 

3 

104.8 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ATP4A 

1P100218919 

Potassium-transporting  ATPase  alpha  chain  1 

64 

AGCCEWLR 

+  + 

469.63 

2 

58.1 

Non-raft 

- 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ATP9A 

1P100024368 

Isoform  Long  of  Probable  phospholipid¬ 
transporting  ATPase  llA 

24/25 

65 

LRSPPPACASGAGPAGGVSLLLPR 

- 

561.89 

4 

53.2 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

B3GALNT2 

1P100744286 

Isoform  2  of  UDP-GalNAc:beta-l,3-N- 
acetylgalactosaminyltransferase  2 

30 

66 

SVEDVRPHHTDANNQSACFEAPDQK 

+ 

932.77 

3 

53.4 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

BAT2D1 

1P100083708 

HBxAg  transactivated  protein  2 

897 

67 

LNVFAKPEATEVSPNKGTLSVMEDSAQEIA 

TCNSR 

- 

1247.33 

3 

71.5 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

BCAM 

1P100002406 

Lutheran  blood  group  glycoprotein  precursor 

68 

SSEHINEGETAMLVCK 

- 

874.64 

2 

78.7 

Non-raft 

- 

1.75 

1.25 

1.40 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

1 

0 

6.67 

2 

1 

2.00 

1.5 

0.5 

3.00 

BSG 

IPIOOO 19906 

Isoform  2  of  Basigin  precursor 

874.67 

2 

67.0 

Raft 

- 

0.50 

0.75 

0.67 

1 

0 

6.67 

1 

1 

1.00 

1.0 

0.5 

2.00 

0 

2 

0.00 

0 

0 

0.00 

0.0 

1.0 

0.00 

BSG 

IPIOOO 19906 

Isoform  2  of  Basigin  precursor 

69 

saasssvsfspggggggaaaaaaatcr 

+ 

550.13 

4 

50.0 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

Cllorf61 

1P100439946 

cllorf61  protein 

99 

70 

MLCTAAYRSLPFYIK 

+ 

449.60 

4 

48.6 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

C12orf65 

1P100794143 

Hypothetical  short  protein 

15 

71 

ATSVLCCLR 

+  +  +  +  + 

504.58 

2 

78.8 

Non-raft 

+  +  +  +  + 

2.25 

0.00 

15.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

2 

0 

13.33 

3 

0 

20.00 

2.5 

0.0 

16.67 

C13orfl 

1P100030959 

24  kDa  protein 

7/8 

504.35 

2 

69.5 

Raft 

+  +  + 

0.75 

0.00 

5.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

C13orfl 

1P100030959 

24  kDa  protein 

72 

SRFPYCVVWTPIPVLTWFFPIIGHMGKTST 

GVIR 

- 

1000.07 

4 

45.1 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

Clorfl60 

1P100030236 

Isoform  1  of  Uncharacterized  protein  Cl  orf  160 

55 

73 

IDLCLSSEGSEVILATSSDEK 

- 

549.98 

4 

45.4 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

Clorf41 

1P100098827 

Placental  protein  25 

74 

ALVLDCHYPEDEVGQEDEAESDIFSIR 

- 

1027.36 

3 

48.6 

Non-raft 

- 

0.00 

0.50 

0.00 

0 

1 

0.00 

0 

1 

0.00 

0.0 

1.0 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CIQBP 

IPIOOO 14230 

Complement  component  1  Q  subcomponent¬ 
binding  protein,  mitochondrial  precursor 

75 

CQAGLGSGPVGSSGR 

- 

444.84 

3 

63.5 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

C20orfl81 

1P100098823 

Tissue  plasminogen  activator  (Fragment) 

76 

TLIKEIIQSPLSSICDGSIALDAEPVTQPASLPR 

1151.36 

3 

45.5 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

C2orf44 

IPIOOO 18786 

CDNA:  FLJ21945  fis,  clone  HEP04702 

507 

77 

VVSVLPRALSLSCPVPHLHR 

+ 

728.33 

3 

50.0 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

C5orf34 

1P100374273 

CDNA  FLJ32363  fis,  clone  PUAEN1000081 

304 

78 

VAQAFREGENTQVAEPEACDQMYESLAR 

+  + 

1048.57 

3 

50.1 

Non-raft 

+  + 

0.50 

0.00 

3.33 

0 

0 

0.00 

2 

0 

13.33 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

C6orfl25 

1P100031617 

Protein  C6orfl25 

53 

79 

RTFPNIQLCFMLTH 

- 

575.06 

3 

47.3 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

C7orf34 

1P100064738 

Isoform  1  of  Protein  c7orf34  precursor 

80 

AGIFCLLEMAGGQASWIIGSAGVLGCR 

+ 

1048.57 

3 

50.1 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CAMK2G 

1P100555954 

Calcium/calmodulin-dependent  protein  kinase 

11  gamma  isoform  6  variant  (Fragment) 

5 

81 

MFSCVKPYEDQNYSALRR 

+  +  +  +  + 

750.85 

3 

47.5 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

CAPN5 

1P100643994 

CDNA  FLJ46245  fis,  clone  TEST14020596, 
highly  similar  to  Homo  sapiens  calpain  5 

44 

750.93 

3 

76.3 

Raft 

+  +  +  +  + 

1.75 

0.00 

11.67 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

CAPN5 

1P100643994 

CDNA  FLJ46245  fis,  clone  TEST14020596, 
highly  similar  to  Homo  sapiens  calpain  5 

82 

CFSSVSLQLSQD 

+  +  +  +  + 

658.01 

2 

77.5 

Raft 

+  -I-  +  +  + 

1.75 

0.00 

11.67 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

151 

83 

SVTDVllAPLCTSVGR 

+ 

815.73 

2 

45.5 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

145 

816.14 

2 

53.6 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

84 

ANCEFSPVSGDKPCCR 

+  + 

919.70 

2 

73.8 

Non-raft 

+  + 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CD38 

1P100006071 

Isoform  1  of  ADP-ribosyl  cyclase  1 

15/16 

85 

MPEEGSGCSVR 

- 

576.55 

2 

63.6 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

CD70 

1P100031713 

Tumor  necrosis  factor  ligand  superfamily 
member  7 

8 

86 

CNPGFSSFSEIITTPTETCDDINECATPSKVS 

CGK 

- 

1353.92 

3 

56.2 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CD97 

1P100299412 

Isoform  2  of  CD97  antigen  precursor 

87 

CNPGFSSFSEIITTPTETCDDINECATPSKVS 

CGK 

- 

1354.00 

3 

73.5 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CD97 

1P100299412 

Isoform  2  of  CD97  antigen  precursor 

88 

WACLVAGGSKYSEFTSTTSGTGHNQTR 

+  +  + 

950.09 

3 

74.6 

Non-raft 

0.75 

0.00 

5.00 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CD97 

1P100299412 

Isoform  2  of  CD97  antigen  precursor 

709 

89 

LFQKQLLQMCQSPGGAGGTVLGEAPDVLS 

MLGADK 

- 

895.40 

4 

45.4 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CDANl 

1P1002 17439 

Isoform  1  of  codanin-1 

90 

DSSSLSSCTSGILEER 

- 

418.88 

4 

44.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

CDC42EP4 

1P100015894 

cdc42  effector  protein  4 

91 

LGCCVVEKPQPK 

+  +  +  +  + 

713.55 

2 

66.0 

Non-raft 

+  +  +  +  + 

2.75 

0.00 

18.33 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

3 

0 

20.00 

3 

0 

20.00 

3.0 

0.0 

20.00 

CDC42SE1 

1P100024972 

CDC42  small  effector  1 

10 

92 

LGCCVVEKPQPK 

+  +  +  +  + 

713.62 

2 

74.3 

Non-raft 

+  +  +  +  + 

2.75 

0.00 

18.33 

5 

0 

33.33 

2 

0 

13.33 

3.5 

0.0 

23.33 

3 

0 

20.00 

1 

0 

6.67 

2.0 

0.0 

13.33 

CDC42SE1 

1P100024972 

CDC42  small  effector  1 

11 

93 

LGCCVVEKPQPK 

+  +  +  +  + 

650.96 

2 

59.6 

Non-raft 

+  +  +  +  + 

4.00 

0.00 

26.67 

4 

0 

26.67 

2 

0 

13.33 

3.0 

0.0 

20.00 

5 

0 

33.33 

5 

0 

33.33 

5.0 

0.0 

33.33 

CDC42SE1 

1P100024972 

CDC42  small  effector  1 

10/11 

94 

SEFWHKLGCCVVEKPQPK 

720.31 

3 

66.5 

Raft 

+  + 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

CDC42SE1 

1P100024972 

CDC42  small  effector  1 

10/11 

95 

QRLMMLLATSGACLGLLAVAAVAAAGAN 

PAQR 

- 

1056.87 

3 

43.5 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

CDH5 

IPIOOO 12792 

cadherin-5  precursor 

14 

96 

MEAGGATGALGVGCK 

+ 

447.13 

3 

44.4 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CDK3 

1P100023503 

Cell  division  protein  kinase  3 

14 

97 

SSCSSRSSSSSSSSSCSHSR 

- 

496.03 

4 

45.8 

Non-raft 

- 

0.25 

0.25 

1.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

CHD9 

1P100383105 

Isoform  1  of  Chromodomain-helicase-DNA- 
binding  protein  9 

98 

MAAEATAVAGSGAVGGCLAK 

+ 

444.90 

4 

55.7 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CHKB 

1P100376947 

choline/ethanolamine  kinase  isoform  b 

17 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 
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Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

99 

SSSSSSASAAAAAAAASSSA^SR 

+  +  +  +  + 

1016.79 

2 

174.6 

Non-raft 

+  +  +  + 

1.25 

0.00 

8.33 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CKAP4 

1P100141318 

Isoform  1  of  Cytoskeleton-associated  protein  4 

100 

1017.10 

2 

182.1 

Raft 

+  +  +  +  + 

6.25 

0.00 

41.67 

6 

0 

40.00 

6 

0 

40.00 

6.0 

0.0 

40.00 

5 

0 

33.33 

8 

0 

53.33 

6.5 

0.0 

43.33 

CKAP4 

1P100141318 

Isoform  1  of  cytoskeleton-associated  protein  4 

100 

ARLVLTSGIVFVISGVLTLIPVCWTAHAIIR 

+ 

1107.74 

3 

44.1 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

CLDN6 

IPIOOO 11084 

Claudin-6 

137 

101 

LCWVPLLLALGVGSGSGGGGDSRQR 

+ 

615.15 

4 

47.2 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CLSTN2 

1P100005491 

Calsyntenin-2  precursor 

7 

102 

KFPPGHVIVESGNIISFVGYINSGCCNIYR 

- 

1137.37 

3 

46.9 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

CNBDl 

1P100167918 

cDNA  FLJ35802  fis,  clone  TEST12005948 

367 

103 

LGTDKCDNSSMSLQMGYTQGANQSGQVF 

GLGR 

- 

1118.02 

3 

94.0 

Non-raft 

- 

0.75 

1.25 

0.60 

2 

0 

13.33 

0 

2 

0.00 

1.0 

1.0 

1.00 

1 

2 

0.50 

0 

1 

0.00 

0.5 

1.5 

0.33 

CNN2 

IPIOOO  15262 

Calponin-2 

1118.60 

3 

102.0 

Raft 

+ 

0.75 

0.50 

1.50 

2 

1 

2.00 

1 

1 

1.00 

1.5 

1.0 

1.50 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CNN2 

IPIOOO  15262 

calponin-2 

104 

KCEPllMTVPR 

+  + 

643.99 

2 

66.3 

Raft 

+  + 

1.75 

0.50 

3.50 

2 

2 

1.00 

2 

0 

13.33 

2.0 

1.0 

2.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

CORO  1C 

1P100008453 

coronin-lc 

396 

105 

SCTVEAVR 

- 

433.30 

2 

44.1 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CROT 

1P100292763 

Peroxisomal  carnitine  0-octanoyltransferase 

458 

106 

GLESTTLADKDGEIYCK 

- 

922.02 

2 

58.0 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CSRPl 

1P100442073 

Cysteine  and  glycine-rich  protein  1 

107 

MMCGAPSATQPATAETQHIADQVR 

+  + 

1278.82 

2 

83.5 

Non-raft 

+  + 

0.50 

0.00 

3.33 

0 

0 

0.00 

2 

0 

13.33 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CSTB 

1P100021828 

Cystatin  B 

3 

108 

CIVHSPTNPGFMTCSDDFR 

+ 

563.97 

4 

44.5 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CSTFl 

IPIOOO 11528 

cleavage  stimulation  factor  50  kDa  subunit 

415 

109 

IGSVLAVFEAAASAQSAGASQSRVASGQCV 

RPARPER 

- 

1206.21 

3 

44.6 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

CTDPl 

1P100410256 

Isoform  1  of  RNA  polymerase  11  subimit  A  C- 
terminal  domain  phosphatase 

110 

MSASQLEALCPQVINAALALAAKPQSK 

+ 

918.87 

3 

47.3 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CTNNAl 

1P1002 15948 

Isoform  1  of  catenin  alpha- 1 

461 

111 

YQEAAPNVANNTGPHAASCFGAK 

+  +  +  +  + 

1159.80 

2 

113.9 

Non-raft 

+  +  +  +  + 

5.00 

0.00 

33.33 

7 

0 

46.67 

4 

0 

26.67 

5.5 

0.0 

36.67 

5 

0 

33.33 

4 

0 

26.67 

4.5 

0.0 

30.00 

CTNNDl 

IPlOO  182469 

Isoform  lAB  of  Catenin  delta- 1 

618 

1160.00 

2 

109.9 

Raft 

+  +  +  +  + 

4.00 

0.00 

26.67 

4 

0 

26.67 

4 

0 

26.67 

4.0 

0.0 

26.67 

4 

0 

26.67 

4 

0 

26.67 

4.0 

0.0 

26.67 

CTNNDl 

IPlOO  182469 

Isoform  lAB  of  Catenin  delta- 1 

112 

CYVDGSEEIGSDFK 

+ 

775.53 

2 

58.1 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

CXADR 

1P100019146 

Isoform  1  of  Coxsackievims  and  adenovirus 

receptor  precursor 

146 

113 

DTANHKNAMSSVATDMSCDHLK 

- 

798.33 

3 

50.9 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

CXXC6 

1P100303112 

CXXC-type  zinc  finger  protein  6 

114 

CRLECGEGLRPCLVDGTVTAAVCLLGGAS 

PPAAGRPLR 

+ 

1303.18 

3 

47.0 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

CXYorf2 

1P100303903 

Chromosome  X  and  Y  open  reading  frame  2 

22/29/40 

115 

EEGPPATATAFLGGCGLSPAPTGDYGFPAD 

GKPCVAGALTAIVAGEEELR 

+ 

1209.61 

4 

50.7 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

DCHSl 

1P100064262 

Protocadherin-16  precursor 

3153 

116 

LLATLGLGDVCTLSCVLCASSVLVERR 

- 

730.32 

4 

51.8 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

DCTNl 

1P100555695 

Dynactin  1  isoform  1  variant  (Fragment) 

117 

LFQLQMCEYLIKVNEIK 

- 

529.10 

4 

51.4 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

DDEFl 

1P100376976 

Isoform  1  of  130  kDa  phosphatidylinositol  4,5- 
biphosphate-dependent  ARFl  GTPase- 
activating  protein 

118 

EILSRCCALEPSLHGACNIR 

- 

729.03 

3 

46.3 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

DDO 

1P100015389 

Isoform  DDO-1  of  D-aspartate  oxidase 

258/259/2 

69 

119 

VRPCVVYGGADIGQQIRDLER 

587.02 

4 

70.5 

Raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

DDX3X 

1P1002 15637 

ATP-dependent  RNA  helicase  DDX3X 

298 

120 

QDLGGTCVNEGCIPTK 

- 

881.18 

2 

79.4 

Raft 

- 

0.50 

0.50 

1.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

1 

0 

6.67 

1 

1 

1.00 

1.0 

0.5 

2.00 

DERP12 

1P100382990 

DERP12 

121 

QDLGGTCVNEGCIPTK 

- 

880.66 

2 

52.1 

Raft 

- 

0.00 

0.75 

0.00 

0 

1 

0.00 

0 

1 

0.00 

0.0 

1.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

DERP12 

1P100382990 

DERP12 

122 

QDLGGTCVNEGCIPTK 

+  + 

818.66 

2 

94.1 

Raft 

+  + 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

DERP12 

1P100382990 

DERP12 

45/50 

123 

NTPCSENKLDIQEK 

- 

810.05 

2 

44.6 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

DHX36 

1P100027415 

Isoform  1  of  Probable  ATP-dependent  RNA 
helicase  DFIX36 

135 

124 

AAECNIWTQPR 

+ 

650.98 

2 

65.3 

Raft 

+ 

1.50 

0.75 

2.00 

1 

1 

1.00 

2 

2 

1.00 

1.5 

1.5 

1.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

DHX9 

1P100844578 

ATP-dependent  RNA  helicase  A 

438 

125 

DKDDDGGEDDDANCNLICGDEYGPETR 

+  +  +  + 

1019.59 

3 

75.0 

Raft 

+  +  +  + 

1.25 

0.00 

8.33 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

DHX9 

1P100844578 

ATP-dependent  RNA  helicase  A 

608 

126 

DKDDDGGEDDDANCNLICGDEYGPETR 

+ 

1019.92 

3 

51.3 

Raft 

+ 

0.50 

0.25 

2.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

1 

0.00 

1 

0 

6.67 

0.5 

0.5 

1.00 

DHX9 

1P100844578 

ATP-dependent  RNA  helicase  A 

612 

127 

TGPLAATRGHDCAR 

- 

476.10 

3 

46.2 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

DlOl 

1P100451418 

Isoform  s  of  Type  1  iodothyronine  deiodinase 

128 

VSMEQCGGEVQGQIPGR 

- 

444.93 

4 

49.7 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

DLGAP4 

1P100445781 

CDNA  FLJ43393  fis,  clone  OCBBF2007610, 
highly  similar  to  Rattus  norvegicus  PSD- 
95/SAP90-associated  protein-4 

232 

129 

TTQLGPGRFQMTQEVVCDECPNVK 

- 

936.47 

3 

48.1 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

DNAJBll 

1P100008454 

DnaJ  homolog  subfamily  B  member  1 1 

precursor 

130 

AITIANQTNCPLYITK 

+  + 

882.60 

2 

79.1 

Non-raft 

+  + 

1.00 

0.25 

4.00 

2 

1 

2.00 

2 

0 

13.33 

2.0 

0.5 

4.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

DPYSL2 

1P100257508 

Dihydropyrimidinase-related  protein  2 

248 

131 

GLYDGPVCEVSVTPK 

- 

783.23 

2 

62.6 

Non-raft 

- 

0.25 

0.25 

1.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

DPYSL2 

1P100257508 

Dihydropyrimidinase-related  protein  2 

132 

QKPATETSMNTASHSLGEQTMVNSENTYS 

SGSSFPVPK 

- 

1359.75 

3 

49.9 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

DSG2 

1P100028931 

desmoglein  2  preproprotein 

871 

133 

YPGTTRVAYLPDCPEGNK 

- 

496.08 

4 

49.9 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

DTX3 

1P100148820 

Isoform  2  of  Protein  deltex-3 

134 

CSGPLGIEGGIISNQQITASSTHR 

+  +  +  +  + 

809.61 

3 

99.1 

Raft 

+  +  +  +  -I- 

1.75 

0.25 

7.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

2 

1 

2.00 

1 

0 

6.67 

1.5 

0.5 

3.00 

ED1L3 

1P100306046 

Isoform  1  of  EGF-like  repeat  and  discoidin  1- 
like  domain-containing  protein  3  precursor 

158 

135 

MQPPPSLCGRALVALVLACGLSR 

- 

784.98 

3 

44.4 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

EDNRB 

1P100029123 

Isoform  A  of  Endothelin  B  receptor  precursor 

136 

SGDAAIVDMVPGKPMCVESFSDYPPLGR 

- 

832.78 

4 

47.7 

Non-raft 

- 

2.25 

3.00 

0.75 

4 

2 

2.00 

1 

6 

0.17 

2.5 

4.0 

0.63 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

EEFlAl 

1P100025447 

EEFlAl  protein 

980.58 

3 

64.0 

Raft 

+ 

3.00 

1.25 

2.40 

4 

1 

4.00 

3 

1 

3.00 

3.5 

1.0 

3.50 

3 

1 

3.00 

2 

2 

1.00 

2.5 

1.5 

1.67 

EEFlAl 

1P100025447 

EEFlAl  protein 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

137 

SGDAAIVEMVPGKPMCVESFSQYPPLGR 

- 

989.39 

3 

62.0 

Raft 

- 

1.00 

0.75 

1.33 

1 

2 

0.50 

2 

1 

2.00 

1.5 

1.5 

1.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

EEF1A2 

IPIOOO 14424 

Elongation  factor  1 -alpha  2 

138 

SSILLDVKPWDDETDMAKLEECVR 

+  + 

932.10 

3 

73.4 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

EEF1B2 

IPlOO 178440 

Elongation  factor  1-beta 

161 

139 

AAAPAPEEEMDECEQALAAEPK 

- 

1150.75 

2 

61.4 

Non-raft 

- 

0.75 

1.50 

0.50 

0 

3 

0.00 

2 

2 

1.00 

1.0 

2.5 

0.40 

0 

1 

0.00 

1 

0 

6.67 

0.5 

0.5 

1.00 

EEFIG 

1P100000875 

Elongation  factor  1 -gamma 

1151.41 

2 

100.0 

Raft 

+ 

4.00 

2.50 

1.60 

5 

4 

1.25 

3 

4 

0.75 

4.0 

4.0 

1.00 

4 

1 

4.00 

4 

1 

4.00 

4.0 

1.0 

4.00 

EEFIG 

1P100000875 

Elongation  factor  1 -gamma 

140 

CELLYEGPPDDEAAMGIK 

+ 

976.54 

2 

46.2 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

EEF2 

IPlOO 186290 

Elongation  factor  2 

369 

141 

SDPVVSYRETVSEESNVLCLSK 

+ 

814.56 

3 

45.3 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

EEF2 

IPlOO 186290 

Elongation  factor  2 

591 

142 

LFASIECEGQLFMTPYDFILAVTTDEPKVAK 

870.69 

4 

55.9 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

EFHA2 

1P100329209 

EF-hand  domain-containing  family  member 

A2 

143 

KPSIAAWGSMDGHPSRYCATVR 

- 

605.73 

4 

46.0 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

E1F2C3 

1P100030602 

Eukaryotic  translation  initiation  factor  2c  4 

144 

SCGSSTPDEFPTDIPGTK 

+  +  +  +  + 

920.15 

2 

50.8 

Raft 

-1- -1- -1- -1- -1- 

1.00 

0.00 

6.67 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

2 

0 

13.33 

1.0 

0.0 

6.67 

E1F2S3 

1P100297982 

Eukaryotic  translation  initiation  factor  2 
subimit  3 

105 

145 

GMLLFLCTSMTWKLLK 

- 

476.11 

4 

45.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

E1F4G2 

1P100654814 

Hypothetical  protein  Nbla003 1 5 

146 

CGGSPGAYGGGEACAGVKSSGSGR 

+ 

550.27 

4 

46.5 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

E1F6 

1P100375391 

integrin  beta  4  binding  protein  isoform  c 

50 

147 

APGAASLLCAPDANCGPPDGSQPAAAGAG 

ASK 

- 

699.30 

4 

46.6 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ENl 

IPIOOO 16734 

Homeobox  protein  engrailed- 1 

171 

148 

LCCLHKPGGSGLTGAKLQDCMSR 

- 

798.58 

3 

45.3 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

EXOSC8 

1P100552920 

Exosome  complex  exonuclease  RRP43 

233/234/2 

51 

149 

AVLTCSEQDGSPPSEYTWFKDGIVMPTNPK 

1100.55 

3 

85.8 

Non-raft 

- 

0.50 

1.00 

0.50 

0 

2 

0.00 

0 

2 

0.00 

0.0 

2.0 

0.00 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

FUR 

1P100001754 

Junctional  adhesion  molecule  A  precursor 

150 

GSCARPFPGTVTK 

- 

441.09 

3 

44.9 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

FBN3 

1P100438355 

Fibrillin-3  precursor 

151 

AAPAPGAGAASGGAGCSGGGAGAGAGSG 

SGAAGAGGRLPSR 

- 

1037.30 

3 

45.1 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FBX045 

1P100174438 

PREDICTED:  similar  to  F-box  protein  45 
isoform  2 

17 

MAAPAPGAGAASGGAGCSGGGAGAGAGS 

GSGAAGAGGRLPSR 

1081.69 

3 

44.7 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

FBX045 

1P100174438 

PREDICTED:  similar  to  F-box  protein  45 
isoform  2 

152 

LDLPNRPETSFLWFTNrcK 

+  +  +  +  + 

760.70 

3 

87.5 

Non-raft 

-1- -1- -1- -1- -1- 

2.75 

0.00 

18.33 

2 

0 

13.33 

3 

0 

20.00 

2.5 

0.0 

16.67 

4 

0 

26.67 

2 

0 

13.33 

3.0 

0.0 

20.00 

FER1L3 

1P100021048 

Isoform  1  of  Myoferlin 

2013 

760.25 

3 

84.6 

Raft 

-1- -1- -1- -1- -1- 

2.00 

0.00 

13.33 

2 

0 

13.33 

3 

0 

20.00 

2.5 

0.0 

16.67 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

FER1L3 

1P100021048 

Isoform  1  of  Myoferlin 

153 

SSLRAGGGGGGGGGGGGGGGGAPTOAS 

GLCK 

- 

812.27 

3 

53.3 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

FEZF2 

IPlOO 1546 18 

FEZ  family  zinc  finger  2 

121/127 

154 

CLCVAFQLHLPLSQR 

+ 

464.12 

4 

46.5 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

FLJ31033 

1P100853133 

hypothetical  protein  LOC91351 

300 

155 

VLPCCOAGLELLDSSDLPASASOSAGllGPR 

- 

1024.29 

3 

44.1 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

FLJ31222 

1P100788134 

FLJ31222  protein 

22/23 

156 

TGRSVSACCAPRPTHSSATQASMMLPAPTA 

CSRPVCCLR 

1064.89 

4 

71.3 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

FLJ31568 

1P100043300 

CDNA  FLJ31568  fis,  clone  NT2RI2001595 

97/98/125 

157 

TTSPQQEILLQSLEPGCPGR 

- 

539.38 

4 

46.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLJ31713 

1P100043522 

cDNA  FLJ31713  fis,  clone  NT2RI2006487 

158 

ALGALVDSCAPGLCPDWDSWDASKPVTNA 

R 

1081.76 

3 

47.5 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

205 

159 

ATCAPQHGAPGPGPADASKWAK 

+ 

711.22 

3 

73.7 

Non-raft 

+ 

1.50 

0.50 

3.00 

2 

2 

1.00 

0 

0 

0.00 

1.0 

1.0 

1.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

FLNA 

1P100302592 

fdamin  1 

2535 

711.06 

3 

75.2 

Raft 

- 

1.00 

1.00 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

160 

CSGPGLSPGMVR 

+  + 

580.56 

2 

61.4 

Non-raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

FLNA 

1P100302592 

fdamin  1 

1165 

581.04 

2 

82.2 

Raft 

+ 

0.75 

0.50 

1.50 

1 

1 

1.00 

2 

1 

2.00 

1.5 

1.0 

1.50 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

161 

CSYQPTMEGVHTVHVTFAGVPIPR 

+ 

876.57 

3 

65.1 

Non-raft 

+ 

1.25 

0.75 

1.67 

2 

1 

2.00 

2 

2 

1.00 

2.0 

1.5 

1.33 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

FLNA 

1P100302592 

fdamin  1 

444 

876.59 

3 

82.9 

Raft 

+ 

1.00 

0.50 

2.00 

2 

1 

2.00 

2 

1 

2.00 

2.0 

1.0 

2.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

162 

IVGPSGAAVPCK 

- 

798.37 

3 

98.6 

Non-raft 

- 

2.50 

2.50 

1.00 

2 

4 

0.50 

4 

2 

2.00 

3.0 

3.0 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

FLNA 

1P100302592 

fdamin  1 

IVGPSGAAVPCKVEPGLGADNSWR 

798.54 

3 

99.9 

Raft 

- 

3.00 

2.75 

1.09 

6 

4 

1.50 

4 

3 

1.33 

5.0 

3.5 

1.43 

1 

2 

0.50 

1 

2 

0.50 

1.0 

2.0 

0.50 

FLNA 

1P100302592 

fdamin  1 

163 

SPYTVTVGQACNPSACR 

- 

940.04 

2 

86.4 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

940.61 

2 

114.0 

Raft 

- 

0.75 

1.00 

0.75 

2 

3 

0.67 

1 

1 

1.00 

1.5 

2.0 

0.75 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

164 

SPYTVTVGQACNPSACR 

- 

940.46 

2 

107.8 

Non-raft 

- 

2.00 

2.00 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

FLNA 

1P100302592 

fdamin  1 

940.68 

2 

113.0 

Raft 

+ 

2.00 

1.25 

1.60 

4 

2 

2.00 

4 

3 

1.33 

4.0 

2.5 

1.60 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

165 

SPYTVTVGQACNPSACR 

877.67 

2 

100.4 

Raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

477/483 

166 

SSFTVDCSK 

- 

487.73 

2 

59.7 

Raft 

- 

0.25 

0.25 

1.00 

1 

1 

1.00 

0 

0 

0.00 

0.5 

0.5 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

167 

VGSAADIPINISETDLSLLTATWPPSGREEP 

CLLK 

+  +  + 

1236.40 

3 

102.1 

Raft 

1.25 

0.25 

5.00 

2 

0 

13.33 

3 

1 

3.00 

2.5 

0.5 

5.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

1989 

168 

VHSPSGALEECYVTEIDQDKYAVR 

+  + 

880.63 

3 

60.2 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

FLNA 

1P100302592 

fdamin  1 

2370 

678.60 

4 

115.6 

Raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

169 

VQVQDNEGCPVEALVKDNGNGTYSCSYVP 

R 

- 

1123.60 

3 

60.2 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

777 

170 

YGGQPVPNFPSKXQVEPAVDTSGVQCYGP 

GIEGQGVFR 

+  + 

1327.44 

3 

100.5 

Non-raft 

1.00 

0.00 

6.67 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

FLNA 

1P100302592 

fdamin  1 

1260 

1327.85 

3 

160.1 

Raft 

- 

1.00 

1.00 

1.00 

2 

1 

2.00 

2 

3 

0.67 

2.0 

2.0 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNA 

1P100302592 

fdamin  1 

171 

AGSNMLLlGVHGPTTrcEEVSMK 

+  +  +  +  + 

791.25 

3 

73.9 

Non-raft 

-1- -1- -1- -1- -1- 

1.75 

0.00 

11.67 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

2556 

791.82 

3 

96.1 

Raft 

2.75 

0.25 

11.00 

4 

0 

26.67 

6 

1 

6.00 

5.0 

0.5 

10.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

172 

AHIANPSGASTECFVTDNADGTYQVEYTPF 

EK 

+  +  + 

1155.26 

3 

80.2 

Non-raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

1280 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

1155.23 

3 

109.8 

Raft 

+ 

1.00 

0.50 

2.00 

2 

1 

2.00 

2 

1 

2.00 

2.0 

1.0 

2.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

173 

APSVATVGSICDLNLKIPEINSSDMSAHVTS 

PSGR 

- 

1185.74 

3 

99.2 

Raft 

- 

0.25 

0.25 

1.00 

1 

0 

6.67 

0 

1 

0.00 

0.5 

0.5 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

174 

CLATGPGIASTVK 

+  +  + 

609.43 

2 

60.3 

Non-raft 

1.25 

0.00 

8.33 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

1617 

610.12 

2 

79.3 

Raft 

+ 

1.00 

0.50 

2.00 

2 

2 

1.00 

2 

0 

13.33 

2.0 

1.0 

2.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

175 

DAGYGGISLAVEGPSKVDIQTEDLEDGICK 

+  + 

1023.76 

3 

58.9 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

2057 

176 

GAGIGGLGITVEGPSESKINCR 

- 

706.54 

3 

49.2 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

177 

GAGTGGLGLTVEGPCEAK 

+  + 

809.68 

2 

89.6 

Raft 

-1-  -1- 

1.00 

0.25 

4.00 

2 

0 

13.33 

2 

1 

2.00 

2.0 

0.5 

4.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

1081 

178 

GLHWEVTYDDVPIPNSPFKVAVTEQCQPS 

R 

- 

1119.17 

3 

43.4 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

1326 

179 

lEYNDQNDGSCDVK 

+ 

800.46 

2 

52.4 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

604 

180 

SGCIVNNLAEFTVDPK 

- 

854.65 

2 

71.8 

Non-raft 

- 

0.25 

0.50 

0.50 

0 

2 

0.00 

1 

0 

6.67 

0.5 

1.0 

0.50 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

854.14 

2 

131.1 

Raft 

- 

1.00 

1.00 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

181 

SPFVVQVGEACNPNACR 

+  +  + 

959.77 

2 

64.6 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

450 

959.11 

2 

106.3 

Raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

182 

SPFVVQVGEACNPNACR 

+  +  + 

958.65 

2 

62.9 

Non-raft 

0.75 

0.00 

5.00 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

455 

959.17 

2 

130.1 

Raft 

1.00 

0.00 

6.67 

3 

0 

20.00 

1 

0 

6.67 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

183 

SSFLVDCSKAGSNMLLlGVHGPTXrcEEVS 

MK 

+  +  +  + 

1155.31 

3 

103.0 

Raft 

1.25 

0.00 

8.33 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

2556 

184 

SSTETCYSAIPK 

- 

643.98 

2 

57.7 

Non-raft 

+ 

0.75 

0.50 

1.50 

1 

0 

6.67 

0 

1 

0.00 

0.5 

0.5 

1.00 

1 

0 

6.67 

1 

1 

1.00 

1.0 

0.5 

2.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

644.19 

2 

60.1 

Raft 

- 

0.75 

0.75 

1.00 

1 

1 

1.00 

1 

2 

0.50 

1.0 

1.5 

0.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

185 

VAVTEGCQPSR 

+  + 

573.84 

2 

53.0 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

1326 

186 

VHSPSGAVEECHVSELEPDKYAVR 

- 

880.63 

3 

60.2 

Non-raft 

+ 

1.75 

1.00 

1.75 

2 

0 

13.33 

3 

2 

1.50 

2.5 

1.0 

2.50 

0 

1 

0.00 

2 

1 

2.00 

1.0 

1.0 

1.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

660.68 

4 

64.4 

Raft 

- 

0.75 

1.25 

0.60 

0 

3 

0.00 

3 

2 

1.50 

1.5 

2.5 

0.60 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

187 

VVPCLVTPVTGR 

936.57 

2 

49.7 

Non-raft 

- 

0.25 

0.25 

1.00 

1 

0 

6.67 

0 

1 

0.00 

0.5 

0.5 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

991 

620.58 

2 

52.7 

Raft 

1.25 

0.00 

8.33 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLNB 

1P100289334 

Isoform  1  of  Filamin-B 

188 

MFFTCGPNEAMWSGFCR 

+ 

1061.71 

2 

60.3 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLOTl 

1P100027438 

Flotillin-1 

5 

189 

MFFTCGPNEAMWSGFCR 

+  +  +  +  + 

1061.16 

2 

111.2 

Non-raft 

-1- -1- -1- -1- -1- 

7.25 

0.00 

48.33 

9 

0 

60.00 

8 

0 

53.33 

8.5 

0.0 

56.67 

9 

0 

60.00 

3 

0 

20.00 

6.0 

0.0 

40.00 

FLOTl 

1P100027438 

Flotillin-1 

17 

1069.18 

2 

121.7 

Raft 

-1- -1- -1- -1- -1- 

25.25 

0.25 

101.00 

29 

0 

193.33 

24 

0 

160.00 

26.5 

0.0 

176.67 

26 

1 

26.00 

22 

0 

146.67 

24.0 

0.5 

48.00 

FLOTl 

1P100027438 

Flotillin-1 

190 

MFFTCGPNEAMWSGFCR 

1  +  +  +  +  + 

998.67 

2 

64.2 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FLOTl 

1P100027438 

Flotillin-1 

5/17 

998.67 

2 

131.0 

Raft 

-1- -1- -1- -1- -1- 

3.25 

0.00 

21.67 

4 

0 

26.67 

3 

0 

20.00 

3.5 

0.0 

23.33 

2 

0 

13.33 

4 

0 

26.67 

3.0 

0.0 

20.00 

FLOTl 

1P100027438 

Flotillin-1 

191 

SPPVMVAGGRVFVLrciQQlQR 

+  +  +  +  + 

799.90 

3 

110.6 

Non-raft 

-1- -1- -1- -1- -1- 

5.75 

0.00 

38.33 

8 

0 

53.33 

7 

0 

46.67 

7.5 

0.0 

50.00 

5 

0 

33.33 

3 

0 

20.00 

4.0 

0.0 

26.67 

FLOTl 

1P100027438 

Flotillin-1 

34 

799.37 

3 

123.2 

Raft 

-1- -1- -1- -1- -1- 

10.00 

0.00 

66.67 

10 

0 

66.67 

8 

0 

53.33 

9.0 

0.0 

60.00 

11 

0 

73.33 

11 

0 

73.33 

11.0 

0.0 

73.33 

FLOTl 

1P100027438 

Flotillin-1 

192 

DVPKQMMQMFGLGAISLILVCLPIYCR 

+ 

769.49 

4 

52.3 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

FMRINB 

IPlOO 166099 

Fragile  X  mental  retardation  1  neighbor 

199/204 

193 

RCMVPGESFMQADVINGSVSYQHGR 

- 

697.09 

4 

51.7 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

FREM3 

1P100095592 

PREDICTED:  similar  to  FRASl -related 
extracellular  matrix  protein  3  precursor 

194 

VGKDELFALEQSCAQWLQAANER 

- 

880.63 

3 

60.2 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FSCNl 

1P100163187 

Fascin 

874.02 

3 

57.6 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FSCNl 

1P100163187 

Fascin 

195 

KVPGVTAIELGEETCTFR 

- 

651.04 

3 

63.7 

Raft 

- 

0.25 

0.50 

0.50 

0 

1 

0.00 

0 

1 

0.00 

0.0 

1.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

FXR2 

IPIOOO 16250 

Fragile  X  mental  retardation  syndrome-related 
protein  2 

196 

SEATTAPPRPFPAKPTLPGPPGAPASGGKP 

AGGPFVCK 

- 

1281.02 

3 

45.9 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

FZD5 

1P100298743 

Frizzled-5  precursor 

197 

VMSQNFTNCHTK 

+  + 

705.59 

2 

47.5 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

0 

0 

0.00 

2 

0 

13.33 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

G3BP1 

IPIOOO 12442 

Ras-GTPase-activating  protein-binding  protein 

1 

73 

198 

DSGAALGLGIALHSICYAQVR 

+  +  +  +  + 

700.80 

3 

110.2 

Non-raft 

-1- -1- -1- -1- -1- 

5.25 

0.00 

35.00 

6 

0 

40.00 

5 

0 

33.33 

5.5 

0.0 

36.67 

6 

0 

40.00 

4 

0 

26.67 

5.0 

0.0 

33.33 

G6PC3 

1P100031052 

glucose-6-phosphatase  catalytic  subimit  3 

269 

199 

IISNASCTTNCLAPLAK 

+ 

923.57 

2 

95.9 

Non-raft 

- 

2.50 

1.25 

2.00 

5 

1 

5.00 

3 

1 

3.00 

4.0 

1.0 

4.00 

1 

2 

0.50 

1 

1 

1.00 

1.0 

1.5 

0.67 

GAPDH 

1P100219018 

Glyceraldehyde-3-phosphate  dehydrogenase 

152 

200 

IISNASCTTNCLAPLAK 

+  + 

923.52 

2 

72.8 

Non-raft 

-1-  -1- 

1.00 

0.25 

4.00 

3 

0 

20.00 

0 

0 

0.00 

1.5 

0.0 

10.00 

0 

0 

0.00 

1 

1 

1.00 

0.5 

0.5 

1.00 

GAPDH 

1P100219018 

Glyceraldehyde-3-phosphate  dehydrogenase 

156 

201 

IISNASCTTNCLAPLAK 

+  + 

860.60 

2 

85.0 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GAPDH 

1P100219018 

Glyceraldehyde-3-phosphate  dehydrogenase 

152/156 

202 

SCYEDGWLIK 

- 

608.02 

2 

50.3 

Raft 

- 

0.25 

0.50 

0.50 

1 

1 

1.00 

0 

1 

0.00 

0.5 

1.0 

0.50 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GCSH 

IPIOOO 11604 

Glycine  cleavage  system  H  protein, 
mitochondrial  precursor 

203 

CGIFAYLNYHVPR 

+  +  + 

777.17 

2 

61.8 

Non-raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GFPTl 

1P1002 17952 

Isoform  1  of  Glucosamine— fructose-6- 
phosphate  aminotransferase  [isomerizing]  1 

2 

204 

AKPYEGSILEADCDILIPAASEK 

- 

811.92 

3 

54.4 

Raft 

- 

0.75 

0.25 

3.00 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

GLUDl 

IPIOOO 16801 

Glutamate  dehydrogenase  1 ,  mitochondrial 

precursor 

436 

205 

TLESMMACCLSDEVKESK 

+  +  +  +  + 

1086.37 

2 

93.5 

Non-raft 

-1-  -1-  -1-  -1-  -1- 

3.25 

0.00 

21.67 

4 

0 

26.67 

4 

0 

26.67 

4.0 

0.0 

26.67 

2 

0 

13.33 

3 

0 

20.00 

2.5 

0.0 

16.67 

GNAll 

1P100305551 

Guanine  nucleotide-binding  protein  subunit 
alpha- 11 

9 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

206 

TLESMMACCLSDEVKESK 

- 

1086.35 

2 

50.6 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GNAll 

1P100305551 

Guanine  nucleotide-binding  protein  subunit 
alpha- 11 

10 

207 

TLESMMACCLSDEVKESK^^^^^^B 

+  +  +  +  + 

1024.24 

2 

107.9 

Non-raft 

-1- -1- -1- -1- -1- 

9.75 

0.00 

65.00 

14 

0 

93.33 

10 

0 

66.67 

12.0 

0.0 

80.00 

8 

0 

53.33 

7 

0 

46.67 

7.5 

0.0 

50.00 

GNAll 

1P100305551 

Guanine  nucleotide-binding  protein  subunit 
alpha- 11 

9/10 

669.27 

3 

56.7 

Raft 

1.75 

0.00 

11.67 

4 

0 

26.67 

3 

0 

20.00 

3.5 

0.0 

23.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GNAll 

1P100305551 

Guanine  nucleotide-binding  protein  subunit 
alpha- 11 

208 

CLLPAEAGGAR 

+  + 

529.45 

2 

53.6 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

GNA12 

1P100328744 

Guanine  nucleotide-binding  protein  alpha- 12 
subunit 

11 

209 

SVLSVCFPGCLLTSGEAEQQR 

+  +  +  +  + 

1175.93 

2 

97.5 

Non-raft 

-1- -1- -1- -1- -1- 

2.25 

0.00 

15.00 

3 

0 

20.00 

1 

0 

6.67 

2.0 

0.0 

13.33 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

GNA13 

1P100290928 

Guanine  nucleotide-binding  protein  alpha- 13 
subunit 

14 

210 

SVLSVCFPGCLLTSGEAEQQR 

+  +  +  +  + 

1113.54 

2 

114.5 

Non-raft 

-1- -1- -1- -1- -1- 

5.00 

0.00 

33.33 

3 

0 

20.00 

4 

0 

26.67 

3.5 

0.0 

23.33 

6 

0 

40.00 

7 

0 

46.67 

6.5 

0.0 

43.33 

GNA13 

1P100290928 

Guanine  nucleotide-binding  protein  alpha- 13 
subunit 

14/18 

1112.71 

2 

70.2 

Raft 

-1- -1- -1- -1- -1- 

2.50 

0.00 

16.67 

2 

0 

13.33 

3 

0 

20.00 

2.5 

0.0 

16.67 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

GNA13 

1P100290928 

Guanine  nucleotide-binding  protein  alpha- 13 
subunit 

211 

TLESIMACCLSEEAKEAR 

+  +  + 

1076.50 

2 

67.7 

Non-raft 

0.75 

0.00 

5.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GNAQ 

1P100288947 

Guanine  nucleotide  binding  protein 

9 

212 

TLESIMACCLSEEAKEAR 

+  +  +  +  + 

1076.50 

2 

99.9 

Non-raft 

-1- -1- -1- -1- -1- 

1.50 

0.00 

10.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

GNAQ 

1P100288947 

Guanine  nucleotide  binding  protein 

10 

1076.11 

2 

82.2 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GNAQ 

1P100288947 

Guanine  nucleotide  binding  protein 

213 

TLESIMACCLSEEAKEAR 

+  +  +  +  + 

1013.50 

2 

106.5 

Non-raft 

-1- -1- -1- -1- -1- 

11.25 

0.00 

75.00 

14 

0 

93.33 

11 

0 

73.33 

12.5 

0.0 

83.33 

11 

0 

73.33 

9 

0 

60.00 

10.0 

0.0 

66.67 

GNAQ 

1P100288947 

Guanine  nucleotide  binding  protein 

9/10 

1014.28 

2 

105.0 

Raft 

-1- -1- -1- -1- -1- 

3.75 

0.00 

25.00 

3 

0 

20.00 

3 

0 

20.00 

3.0 

0.0 

20.00 

4 

0 

26.67 

5 

0 

33.33 

4.5 

0.0 

30.00 

GNAQ 

1P100288947 

Guanine  nucleotide  binding  protein 

214 

ELAGHTGYLSCCR 

- 

768.24 

2 

44.9 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GNBl 

1P100026268 

Guanine  nucleotide-binding  protein 
G(1)/G(S)/G(T)  subunit  beta  1 

148 

768.36 

2 

55.2 

Raft 

- 

0.50 

0.50 

1.00 

0 

1 

0.00 

2 

1 

2.00 

1.0 

1.0 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GNBl 

1P100026268 

Guanine  nucleotide-binding  protein 
G(1)/G(S)/G(T)  subunit  beta  1 

215 

ELAGHTGYLSCCR 

- 

768.20 

2 

45.2 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

2 

0.00 

0.0 

1.0 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GNBl 

1P100026268 

Guanine  nucleotide-binding  protein 
G(1)/G(S)/G(T)  subunit  beta  1 

216 

KACGDSTLTQITAGLDPVGR 

- 

668.93 

3 

51.3 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GNB2 

1P100003348 

Guanine  nucleotide-binding  protein 
G(1)/G(S)/G(T)  subunit  beta  2 

217 

EEBCECSMSR 

- 

372.16 

3 

48.3 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GOLGA2 

1P100413895 

Golgi  autoantigen,  golgin  subfamily  A  member 

2 

218 

ATTVPDGCRNGLK 

1  +  +  +  +  + 

688.07 

2 

46.8 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

GPRC5A 

1P100022624 

Retinoic  acid-induced  protein  3 

9 

687.64 

2 

52.8 

Raft 

-1- -1- -1- -1- -1- 

2.00 

0.25 

8.00 

3 

1 

3.00 

1 

0 

6.67 

2.0 

0.5 

4.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

GPRC5A 

1P100022624 

Retinoic  acid-induced  protein  3 

219 

QRNPMDYPVEDAFCKPOLVK 

1  +  +  +  +  + 

793.89 

3 

49.5 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GPRC5A 

1P100022624 

Retinoic  acid-induced  protein  3 

284 

793.58 

3 

83.2 

Raft 

-1- -1- -1- -1- -1- 

2.50 

0.00 

16.67 

3 

0 

20.00 

3 

0 

20.00 

3.0 

0.0 

20.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

GPRC5A 

1P100022624 

Retinoic  acid-induced  protein  3 

220 

LDPTCLGMADPASVGNVETVPATK 

- 

796.19 

3 

60.5 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

GPRINl 

1P100332155 

Isoform  1  of  G  protein-regulated  inducer  of 
neurite  outgrowth  1 

221 

EAGGLCIAQSVRIPQER 

- 

457.88 

4 

48.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

GRM7 

1P100292323 

Isoform  5  of  Metabotropic  glutamate  receptor  7 

precursor 

222 

GMFGLMTVSSCVSK 

- 

370.84 

4 

44.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

hCG_1745121 

1P100788017 

PREDICTED:  similar  to  notch  1 -induced 
protein 

223 

MSVGSLCDQVIYPDSVEGMRR 

- 

586.79 

4 

47.4 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

hCG_2042779 

1P100735964 

PREDICTED:  similar  to  ATP-binding  cassette 
sub-family  D  member  1 

224 

SSFPTCAHHGQERR 

MYGCDLGPDGR^^^^^^^^^^H 

- 

404.10 

4 

47.6 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

HECW2 

1P100017163 

HECT,  c2  and  WW  domain  containing  E3 
ubiquitin  protein  ligase  2 

224 

225 

+  +  +  +  + 

593.03 

2 

71.4 

Non-raft 

-1- -1- -1- -1- -1- 

1.25 

0.00 

8.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

HLA-B 

1P100471955 

HLA  class  1  histocompatibility  antigen,  B-50 
alpha  chain  precursor 

125 

HLA-C 

1P100473131 

HLA  class  1  histocompatibility  antigen,  Cw-6 
alpha  chain  precursor 

125 

226 

GCGWKFESPEVAER 

- 

536.23 

3 

70.5 

Raft 

- 

2.25 

1.00 

2.25 

3 

1 

3.00 

2 

2 

1.00 

2.5 

1.5 

1.67 

2 

0 

13.33 

2 

1 

2.00 

2.0 

0.5 

4.00 

HNRPM 

1P100171903 

heterogeneous  nuclear  ribonucleoprotein  M 
isoform  a 

694 

227 

LKNNSPGTAEGCGGGGGGGGGGGSGGSG 

GGGGGGGGGDK 

- 

974.24 

3 

46.9 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

HOXB3 

1P100027259 

Homeobox  protein  Hox-B3 

153 

228 

AAGGDGGNGPGAGIGAATGTGGSSEPSAC 

SDHPIPGCSLKEEEK 

- 

1319.41 

3 

47.7 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

HOXD9 

1P100292734 

Homeobox  protein  Hox-D9 

245/263 

229 

LLQCDPSSASQF 

+  +  + 

648.40 

2 

60.5 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

HPCA 

1P100219103 

Neuron-specific  calcium-binding  protein 
hippocalcin 

185 

648.62 

2 

75.9 

Raft 

0.75 

0.00 

5.00 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

HPCA 

1P100219103 

Neuron-specific  calcium-binding  protein 
hippocalcin 

230 

LPLALPPASQGCSSGGGGGGGGGSSAGGSG 

NSRPPR 

1023.01 

3 

45.5 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

HSPBPl 

IPlOO 100748 

Isoform  1  of  Hsp70-binding  protein  1 

231 

GGSVLVTCSTSCDQPK 

+ 

854.576 

2 

66.7 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

ICAMl 

1P100008494 

Intercellular  adhesion  molecule  1  precursor 

48 

232 

GGSVLVTCSTSCDQPK 

- 

854.16 

2 

44.7 

Non-raft 

- 

1.00 

1.25 

0.80 

0 

2 

0.00 

2 

2 

1.00 

1.0 

2.0 

0.50 

1 

1 

1.00 

1 

0 

6.67 

1.0 

0.5 

2.00 

ICAMl 

1P100008494 

Intercellular  adhesion  molecule  1  precursor 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

233 

ECGLAAPR 

- 

409.20 

2 

48.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

1RX6 

1P100400792 

Iroquois-class  homeodomain  protein  lRX-6 

234 

SETVLTCATGR 

+  +  +  +  + 

569.49 

2 

87.7 

Non-raft 

+  +  +  +  + 

4.75 

0.00 

31.67 

6 

0 

40.00 

5 

0 

33.33 

5.5 

0.0 

36.67 

4 

0 

26.67 

4 

0 

26.67 

4.0 

0.0 

26.67 

1TGA3 

1P1002 15995 

Isoform  Alpha-3  A  of  Integrin  alpha-3 

precursor 

904 

235 

SNGLICGGNGVCK 

- 

674.55 

2 

77.9 

Non-raft 

- 

0.50 

1.00 

0.50 

0 

0 

0.00 

0 

2 

0.00 

0.0 

1.0 

0.00 

1 

1 

1.00 

1 

1 

1.00 

1.0 

1.0 

1.00 

ITGBl 

1P100217561 

Isoform  Beta- 1C  of  Integrin  beta-1  precursor 

236 

SNGLICGGNGVCK 

- 

673.98 

2 

59.6 

Non-raft 

- 

0.50 

0.50 

1.00 

2 

2 

1.00 

0 

0 

0.00 

1.0 

1.0 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ITGBl 

1P100217561 

Isoform  Beta- 1C  of  Integrin  beta-1  precursor 

237 

VREAMCPGVSGEDSSLLLATQVEGQATNL 

QR 

+  +  + 

1087.61 

3 

82.3 

Raft 

1.25 

0.25 

5.00 

2 

1 

2.00 

2 

0 

13.33 

2.0 

0.5 

4.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

JUP 

1P100554711 

Junction  plakoglobin 

90 

238 

MEPWPCSPGGGGGGTR 

- 

391.10 

4 

49.7 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

KCNG2 

1P100786999 

PREDICTED:  similar  to  Potassium  voltage¬ 
gated  chaimel  subfamily  G  member  2 

239 

MLQSLAGSSCVR 

626.47 

2 

86.3 

Non-raft 

1.00 

0.00 

6.67 

3 

0 

20.00 

1 

0 

6.67 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

KCNKl 

IPIOOO 10476 

Potassium  channel  subfamily  K  member  1 

10 

240 

VQVTVKPVQHSGTLPLMVEAILSVSIQCVT 

ARSTK 

- 

1223.29 

3 

45.1 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

K1F13A 

IPlOO 164861 

KINESIN-13A1 

1058 

241 

LPAGPDQDPCGSRPAPEGAGAGPEQGHSA 

GGGGWCRHCHTK 

+ 

1034.32 

4 

46.3 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

K1F26A 

1P100788247 

Kinesin-like  protein  KIF26A 

45/70 

242 

MNYYGNYYGGLGYGYGGFDDLGYGYQC 

GCGSFR 

+ 

924.54 

4 

47.2 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

KRTAP19-5 

1P100373952 

Keratin-associated  protein  19-5 

27 

243 

GGHSCRGGVDTAAAPAGGAPPAHAPGPGR 

+ 

638.35 

4 

50.0 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

LAGE3 

1P100032314 

L  antigen  family  member  3 

33 

244 

ACGLVASNLNLKPGECLR 

- 

1013.25 

2 

104.9 

Non-raft 

- 

5.50 

6.00 

0.92 

8 

7 

1.14 

5 

6 

0.83 

6.5 

6.5 

1.00 

4 

7 

0.57 

5 

4 

1.25 

4.5 

5.5 

0.82 

LGALSl 

1P100219219 

Galectin-1 

1013.60 

2 

111.8 

Raft 

+ 

21.25 

12.75 

1.67 

26 

14 

1.86 

24 

13 

1.85 

25.0 

13.5 

1.85 

19 

14 

1.36 

16 

10 

1.60 

17.5 

12.0 

1.46 

LGALSl 

1P100219219 

Galectin-1 

245 

ACGLVASNLNLKPGECLR 

- 

1013.74 

2 

94.8 

Non-raft 

- 

3.00 

2.25 

1.33 

1 

3 

0.33 

2 

2 

1.00 

1.5 

2.5 

0.60 

5 

2 

2.50 

4 

2 

2.00 

4.5 

2.0 

2.25 

LGALSl 

1P100219219 

Galectin-1 

676.12 

3 

65.9 

Raft 

- 

1.25 

1.50 

0.83 

0 

1 

0.00 

1 

1 

1.00 

0.5 

1.0 

0.50 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

LGALSl 

1P100219219 

Galectin-1 

246 

ACGLVASNLNLKPGECLR 

- 

951.23 

2 

87.4 

Non-raft 

- 

1.25 

2.25 

0.56 

1 

2 

0.50 

2 

3 

0.67 

1.5 

2.5 

0.60 

0 

2 

0.00 

2 

2 

1.00 

1.0 

2.0 

0.50 

LGALSl 

1P100219219 

Galectin-1 

951.25 

2 

108.5 

Raft 

- 

5.50 

5.75 

0.96 

5 

7 

0.71 

7 

6 

1.17 

6.0 

6.5 

0.92 

5 

5 

1.00 

5 

5 

1.00 

5.0 

5.0 

1.00 

LGALSl 

1P100219219 

Galectin-1 

247 

FNAHGDANTIVCNSK 

- 

883.68 

3 

71.5 

Non-raft 

+  + 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LGALSl 

1P100219219 

Galectin-1 

796.06 

2 

97.9 

Raft 

- 

4.00 

3.75 

1.07 

4 

4 

1.00 

4 

4 

1.00 

4.0 

4.0 

1.00 

4 

4 

1.00 

4 

3 

1.33 

4.0 

3.5 

1.14 

LGALSl 

1P100219219 

Galectin-1 

248 

SFVLNLGKDSNNICLHFNPR 

+  +  +  + 

763.90 

3 

90.5 

Raft 

+  +  +  + 

1.25 

0.00 

8.33 

2 

0 

13.33 

3 

0 

20.00 

2.5 

0.0 

16.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LGALSl 

1P100219219 

Galectin-1 

43 

249 

FQAPARETCVECQK 

- 

868.21 

2 

50.6 

Raft 

- 

0.25 

0.25 

1.00 

1 

1 

1.00 

0 

0 

0.00 

0.5 

0.5 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LlMAl 

1P100008918 

Isoform  Beta  of  LIM  domain  and  actin-binding 
protein  1 

250 

AQNTWGCGNSLR 

- 

654.07 

2 

45.6 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LMNA 

1P100021405 

Isoform  A  of  Lamin-A/C 

251 

SVTWEDDEDEDGDDLLHHHHGSIESSSG 

DPAEYNLR 

- 

1358.95 

3 

57.0 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

LMNA 

1P100021405 

Isoform  A  of  Lamin-A/C 

570 

252 

TVLCGTCGQPADKASASGSGAQVGGPISSG 

SSASSVTVTR 

1256.04 

3 

155.6 

Raft 

- 

1.75 

1.75 

1.00 

2 

2 

1.00 

0 

2 

0.00 

1.0 

2.0 

0.50 

3 

2 

1.50 

2 

1 

2.00 

2.5 

1.5 

1.67 

LMNA 

1P100021405 

Isoform  A  of  Lamin-A/C 

253 

NNMILCQMDYEEGQLNGTFESQVQ 

+ 

699.13 

4 

46.6 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

LMOl 

1P100396316 

Rhombotin-1 

138 

254 

CPGVMGVGSTQSIVLVPGFPKPSTMNVQW 

K 

- 

980.80 

4 

44.3 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

LOC257358 

1P100402539 

LOC257358  protein 

255 

MLLCTSASSSCGCCCGRLR 

- 

492.57 

4 

44.7 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LOC388022 

1P1004 18624 

cDNA  FLJ29006  fis,  clone  STM02533 

4/11/13/14 

/15 

256 

GGSPDSAHGSRPAEAGVSAQCR 

- 

525.54 

4 

47.0 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LOC642648 

1P100743102 

cDNA  FLJ41389  fis,  clone  BRcAN2024563 

125 

257 

EQEMRMGDMGPCGAINMGDAFSPAPAGN 

QGPPPMTGMNMNNR 

- 

1108.87 

4 

44.9 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LOC649009 

1P100738041 

PREDICTED:  similar  to  paraspeckle  protein  1 
isoform  1 

258 

VLLAGTGPEGGGARCMTPPPPSPPR 

- 

619.58 

4 

46.2 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LOC651746 

1P100235708 

PREDICTED:  similar  to  ankyrin  repeat 
domain  33 

16 

259 

MAAAAVQGERSGGSGGCSGAGGASNCGT 

GSGR 

- 

957.80 

3 

53.2 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LOC653566 

1P100452747 

PREDICTED:  similar  to  Signal  peptidase 
complex  subrmit  2  (Microsomal  signal 
peptidase  25  kDa  subunit)  (SPase  25  kDa 
subunit)  isoform  1 

17 

260 

CPEALFQPCFLGMESCGIHETTFNSIMK 

+  + 

1088.00 

3 

62.2 

Raft 

+  + 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LOC653781 

1P100479743 

protein  expressed  in  prostate,  ovary,  testis,  and 
placenta  2 

965/972 

261 

CDCFHMVLPTWPGTPGSVSGR 

+  + 

1146.10 

2 

72.5 

Raft 

+  + 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

LOC730269 

1P100787939 

PREDICTED:  similar  to  periaxin 

2/4 

262 

RAPPGGGGSGTPEPGCCAPR 

+ 

650.88 

3 

51.6 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LOC731200 

1P100641651 

OTTHUMPOOOOOO 1 7000 

96 

263 

CARCGENWGEGTGCTAMDQVFHVDCFT 

CllCNNK 

- 

971.43 

4 

47.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LPP 

1P100023704 

Lipoma-preferred  partner 

264 

VPPTTAVEATVGACASSSTQSTR 

- 

740.99 

3 

51.4 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LRP12 

1P100021027 

Low-density  lipoprotein  receptor-related 
protein  12  precursor 

265 

MFHClPLWR 

+ 

622.90 

2 

52.5 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

LRRCl 

1P100427739 

Isoform  1  of  Leucine-rich  repeat-containing 
protein  1 

4 

266 

AMGTVIIAGWCGWCIMMWAAAYGCIY 

ASLMAKYHR 

+ 

1032.70 

4 

47.3 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

LRTM2 

1P100167619 

cDNA  FLJ38291  fis,  clone  FcBBF3009069, 
weakly  similar  to  Homo  sapiens  HT017  mRNA 

318/333 

267 

TALLLLAALAVATGPGGGAGPAESPGGIC 

WAR 

- 

730.55 

4 

45.7 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

LY6D 

1P100797939 

3  kDa  protein 

31 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

268 

AWMISCNRHTLADNFNPVSEER 

+  +  +  +  + 

869.04 

3 

101.1 

Non-raft 

-1- -1- -1- -1- -1- 

1.75 

0.00 

11.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

M6PR 

1P100025049 

Cation-dependent  mannose-6-phosphate 
receptor  precursor 

145 

269 

GCSLGDVGGHGCGGGRR 

- 

515.84 

3 

52.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MAFK 

1P100065538 

cDNA  FLJ32205  fis,  clone  PLAcE6003094 

270 

LQTICMSGTGMR 

- 

433.31 

3 

47.1 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MAP3K3 

IPIOOO 17801 

mitogen-activated  protein  kinase  kinase  kinase 

3  isoform  2 

271 

KFDEGENSLGQNSFSTTNNVCNQNQEIASR 

- 

1111.64 

3 

57.7 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MBOAT2 

1P1004 19221 

0-acyltransferase  (membrane  boimd)  domain 
containing  2 

272 

GSGSACSLLCCCGRDPSEEHSLLVN 

- 

846.72 

3 

50.9 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MCOLNl 

1P100003750 

Isoform  2  of  Mucolipin-1 

526/530/5 

31/532 

273 

VIWGNPANTNCLTASK 

+ 

851.13 

2 

70.5 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MDHl 

1P100291005 

Malate  dehydrogenase,  cytoplasmic 

137 

274 

SQETECTYFSTPLLLGK 

- 

959.14 

2 

44.1 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MDH2 

1P100291006 

Malate  dehydrogenase,  mitochondrial 

precursor 

275 

CPPGRYGPGCEQLCGCLNGGSCDAATGAC 

R 

- 

1181.91 

3 

46.4 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MEGF6 

1P100306850 

EGF-like-domain,  multiple  3 

739 

276 

LHEYCGGGGGAGGSGHGTGAGR 

- 

639.24 

3 

45.8 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

MEGF8 

1P100027310 

Isoform  1  of  Multiple  epidermal  growth  factor¬ 
like  domains  8 

2325 

277 

SAQFEHTLLVTDTGCEILTR 

+ 

745.63 

3 

62.0 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

METAPl 

1P100022239 

Methionine  aminopeptidase  1 

368 

278 

DASSGNLCTEITQGICHMKMK 

+ 

762.58 

3 

49.3 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

MGC21881 

1P100742024 

MGC21881  protein  (Fragment) 

65 

279 

VNMYCVTDDQLICALCK 

+ 

519.21 

4 

46.2 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

MIDI 

1P100029324 

Isoform  1  of  Midline- 1 

195/198 

280 

CMPAPEEIVEELPASK 

+ 

872.18 

2 

45.0 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

MKI67 

1P100004233 

Isoform  Long  of  Antigen  KI-67 

3014 

281 

MPCESSPPESADTPTSTR 

+ 

947.12 

2 

63.3 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MKI67 

1P100004233 

Isoform  Long  of  Antigen  KI-67 

1373 

282 

AAAAGGGSCPGPGSARGR 

- 

386.39 

4 

47.6 

Raft 

- 

0.25 

0.25 

1.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

MLL4 

1P1002 18823 

Isoform  1  of  Myeloid/lymphoid  or  mixed- 
lineage  leukemia  protein  4 

283 

SDGREVQLEEDPDLQLPFLLPEDGY^DW 

R 

- 

1179.00 

3 

48.7 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MLLT4 

1P100023461 

Isoform  4  of  Afadin 

762 

284 

RLLYCQR 

+  + 

476.58 

2 

45.6 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

2 

0 

13.33 

1.0 

0.0 

6.67 

MMP14 

1P1002 18398 

Matrix  metalloproteinase- 14  precursor 

574 

285 

LQATTSGRWATELPWMGCWHANSGSALF 

- 

774.79 

4 

45.6 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MMP28 

1P100425258 

Matrix  metalloproteinase-28  precursor 

510 

286 

SGGGGSSVSGGGGGGGAGAGGCGGPGGA 

LTRR 

- 

811.98 

3 

45.9 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MPND 

1P100014455 

Mov34/MPN/PAD-l  family  protein 

287 

VASMAQSAPSEAPSCSPFGK 

976.59 

2 

87.3 

Non-raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MPPl 

1P100215610 

55  kDa  erythrocyte  membrane  protein 

242 

288 

DLELTPNSGTLCGSLSGK 

- 

896.46 

2 

49.4 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MPP2 

1P1002 17808 

Isoform  1  of  MAGUKp55  subfamily  member 

2 

338 

289 

RDWDNSGPFCGTISSK 

+  + 

885.71 

2 

62.4 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MPP6 

1P100303280 

MAGUK  p55  subfamily  member  6 

298 

290 

SSIEVSDDTDQEEEEACMAR 

+ 

1123.18 

2 

95.0 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MPZL3 

1P100375222 

QQRG2966 

215 

1122.42 

2 

72.4 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

MPZL3 

1P100375222 

QQRG2966 

291 

CCCGLGHMACMVENECEDPSQETITFLYK 

- 

908.58 

4 

48.6 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

MSH6 

1P100440122 

Sperm  protein 

237/243 

292 

MDPNCSCTTGGSCACAGSCKCK 

+ 

637.15 

4 

46.0 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MTIB 

1P100011655 

Metallothionein- 1 B 

15/19/21 

293 

MDPNCSCAAAGVSCTCASSCKCK 

- 

638.26 

4 

47.5 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

MTIG 

1P100008752 

Isoform  1  of  Metallothionein- IG 

5/14/16/22 

294 

DPNYSCTTGGSCTCAGSCK 

- 

475.06 

4 

47.2 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MTIJP 

1P100329473 

MTB 

295 

SKIVGAPMHDLLLWNNATVTTCHSK 

+  +  +  +  + 

913.74 

3 

78.9 

Non-raft 

-1- -1- -1- -1- -1- 

1.25 

0.00 

8.33 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

MTHFDl 

1P1002 18342 

C-l-tetrahydrofolate  synthase,  cytoplasmic 

195 

296 

VVTENVPCGTTGTTCSK 

+ 

456.86 

4 

44.4 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

MUC5AC 

1P100103397 

Mucin  5  (Fragment) 

953 

297 

DQALAERCLAALTECAASGDGNILALAVD 

ASR 

- 

798.19 

4 

51.2 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

MUT 

1P100024934 

Methylmalonyl-CoA  mutase,  mitochondrial 

precursor 

533/540 

298 

ALALAALAAVEPACGSR 

+  + 

813.55 

2 

66.6 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

NDFIPI 

1P100012235 

Isoform  1  of  NEDD4  family-interacting 
protein  1 

15 

299 

FACHSASLTVR 

+  +  +  +  + 

596.56 

2 

62.3 

Raft 

-1- -1- -1- -1- -1- 

1.50 

0.00 

10.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

NONO 

1P100304596 

Non-POU  domain-containing  octamer-binding 
protein 

145 

300 

LPPDPSLPCILVGPGTGIAPFR 

- 

555.34 

4 

47.0 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

NOS3 

1P1002 18845 

Nitric-oxide  synthase,  endothelial 

301 

MEDSMDMDMSPLRPQNYLFQCELK 

+ 

965.58 

3 

62.2 

Raft 

+ 

1.00 

0.50 

2.00 

2 

1 

2.00 

1 

1 

1.00 

1.5 

1.0 

1.50 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

NPMl 

1P100220740 

Isoform  2  of  Nucleophosmin 

11 

302 

EVGKILCTDCATRPK 

- 

817.86 

2 

49.0 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

NRG2 

1P100003044 

Isoform  6  of  Pro-neuregulin-2,  membrane- 
bormd  isoform  precursor 

303 

SYLHLFYEDCAGTALSDDPEGPPVLCPR 

+ 

1022.95 

3 

64.1 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

NRSN2 

IPIOOO 17231 

Protein  C20orf98 

36/52 

304 

IWKISCWR 

+ 

546.79 

2 

46.4 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

NUP107 

1P100028005 

Nuclear  pore  complex  protein  Nupl07 

411 

305 

TLPLCVIGGDHK 

- 

418.02 

3 

45.0 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

NUP37 

1P100171665 

Nucleoporin  Nup37 

306 

VLILPSCGPSSLPLAAIPGCSQ 

+ 

708.69 

3 

47.9 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

NXF5 

1P100745675 

46  kDa  protein 

382/395 

307 

CLLLAPAPAAPVPPR 

- 

496.03 

3 

50.6 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

OTUDl 

1P100174955 

PREDICTED:  similar  to  OTU  domain 
containing  5 

308 

LKGPNHAVSTACTTGAHAVGDSFR 

+  + 

800.04 

3 

63.8 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

OXSM 

1P100016637 

3-oxoacyl-[acyl-carrier-protein]  synthase, 
mitochondrial  precursor 

209 

309 

SKGFGFVCFSSPEEATK 

+ 

911.04 

2 

72.7 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

PABPCl 

1P100008524 

Isoform  1  of  Polyadenylate-binding  protein  1 

339 

310 

VMTIPYQPMPASSPVICAGGQDR 

+  + 

807.32 

3 

60.7 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

2 

0 

13.33 

1.0 

0.0 

6.67 

PCBPl 

IPIOOO  166 10 

Poly(rc)-binding  protein  1 

194 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

311 

AALANLCIGDVITAIDGENTSNMTHLEAQN 

R 

- 

1086.26 

3 

58.9 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PDLIMI 

1P100010414 

PDZ  and  LIM  domain  protein  1 

45 

312 

RCAGFVVGDLYALLTHSSR 

+ 

517.11 

4 

47.8 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PEX6 

1P100103760 

Peroxin  Pex6p 

627 

313 

EVLFAFEESIGFLCGTSVLDKDGVSAAVW 

AEMASYLETMNITLK 

- 

1201.20 

4 

45.4 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PGM2L1 

1P100173346 

Phosphoglucomutase-2-like  1 

441 

314 

VSSPGPGGPDCDR 

- 

622.23 

2 

57.5 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PGSl 

1P1002 17795 

PGSl  protein 

315 

AEGSDVANAVLDGADCIMLSGETAKGDYP 

LEAVR 

- 

1147.54 

3 

47.0 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PKM2 

1P100220644 

pyruvate  kinase  3  isoform  2 

358 

316 

NTGIICTIGPASR 

- 

652.53 

2 

74.4 

Non-raft 

- 

2.00 

2.00 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

PKM2 

1P100220644 

pyruvate  kinase  3  isoform  2 

317 

SKPHSEAGTAFIQTQQLHAAMADTFLEHM 

CR 

- 

1167.97 

3 

51.3 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PKM2 

1P100220644 

pyruvate  kinase  3  isoform  2 

31 

318 

NIQTDNNKSIGCFGSR 

+  +  +  +  + 

877.89 

2 

83.6 

Raft 

-1- -1- -1- -1- -1- 

2.00 

0.00 

13.33 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

3 

0 

20.00 

0 

0 

0.00 

1.5 

0.0 

10.00 

PKP2 

1P100005264 

Isoform  2  of  Plakophilin-2 

647 

319 

DLAGAPPGEWGCFTPQSR 

+  +  + 

951.13 

2 

47.1 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PKP3 

1P100026952 

Plakophilin-3 

569 

951.32 

2 

58.7 

Raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

PKP3 

1P100026952 

Plakophilin-3 

320 

AGAQPGVHALQLKPVCVSDSLK 

- 

566.52 

4 

44.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PLCBl 

1P1002 16920 

QTTHUMP00000030235 

321 

SGGHRIPGLNCCGOGR 

+ 

537.92 

3 

53.7 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PLDl 

IPIOOO 12865 

Isoform  PLDl  A  of  Phospholipase  D1 

240/241 

322 

ADSERLSAPGCWAACTNFSR 

+  +  +  +  + 

729.58 

3 

62.3 

Non-raft 

-1- -1- -1- -1- -1- 

2.50 

0.00 

16.67 

5 

0 

33.33 

1 

0 

6.67 

3.0 

0.0 

20.00 

4 

0 

26.67 

0 

0 

0.00 

2.0 

0.0 

13.33 

PLP2 

1P100030362 

Proteolipid  protein  2 

12/16 

323 

VYFAAEDTDCCTR 

+  + 

809.69 

2 

46.0 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

PLSCRl 

1P100005181 

Phospholipid  scramblase  1 

148 

324 

VYFAAEDTDCCTR 

+  +  + 

810.14 

2 

83.6 

Non-raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PLSCRl 

1P100005181 

Phospholipid  scramblase  1 

149 

325 

VYFAAEDTDCCTR 

+  +  +  +  + 

747.46 

2 

105.1 

Non-raft 

-1- -1- -1- -1- -1- 

1.75 

0.00 

11.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

PLSCRl 

1P100005181 

Phospholipid  scramblase  1 

148/149 

747.96 

2 

101.6 

Raft 

-1- -1- -1- -1- -1- 

2.00 

0.00 

13.33 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

PLSCRl 

1P100005181 

Phospholipid  scramblase  1 

326 

SGAGQPLGQAAEESNCCAR 

+  +  +  +  + 

987.72 

2 

95.9 

Non-raft 

-1- -1- -1- -1- -1- 

2.25 

0.00 

15.00 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

3 

0 

20.00 

1 

0 

6.67 

2.0 

0.0 

13.33 

PLSCR3 

1P1002 16127 

Phospholipid  scramblase  3 

125 

327 

SGAGQPLGQAAEESNCCAR 

+  +  +  +  + 

988.17 

2 

96.1 

Non-raft 

-1- -1- -1- -1- -1- 

1.50 

0.00 

10.00 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

PLSCR3 

1P1002 16127 

Phospholipid  scramblase  3 

126 

328 

SGAGQPLGQAAEESNCCAR 

+  +  +  +  + 

925.55 

2 

99.4 

Non-raft 

-1- -1- -1- -1- -1- 

2.25 

0.00 

15.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

4 

0 

26.67 

2 

0 

13.33 

3.0 

0.0 

20.00 

PLSCR3 

1P1002 16127 

Phospholipid  scramblase  3 

125/126 

925.59 

2 

105.2 

Raft 

-1- -1- -1- -1- -1- 

2.00 

0.00 

13.33 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

PLSCR3 

1P1002 16127 

Phospholipid  scramblase  3 

329 

SGAGQPLGQAAEESNCCARLCCGAR 

- 

818.19 

3 

45.6 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PLSCR3 

1P1002 16127 

Phospholipid  scramblase  3 

125/126/1 

30/131 

818.17 

3 

47.0 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

PLSCR3 

1P1002 16127 

Phospholipid  scramblase  3 

330 

VVGPCWTCGCGTDTNFEVK 

+  +  +  +  + 

1009.18 

2 

60.0 

Non-raft 

-1- -1- -1- -1- -1- 

1.00 

0.00 

6.67 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

PLSCR3 

1P1002 16127 

Phospholipid  scramblase  3 

211/214/2 

16 

331 

VRGPCSTYGCGSDSVFEVK 

+  +  +  + 

996.39 

2 

61.1 

Non-raft 

1.25 

0.00 

8.33 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PLSCR4 

IPIOOO 16776 

Phospholipid  scramblase  4 

250/255 

332 

MAEASSANLGSGCEEKR 

+ 

439.73 

4 

45.3 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PMFl 

1P100178359 

Isoform  3  of  Polyamine-modulated  factor  1 

13 

333 

YFVKDVLGCVCVNPGR 

- 

443.20 

4 

48.3 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

PQLA2 

1P100290272 

DNA  polymerase  subunit  alpha  B 

334 

ALEYSNGIFDCQSPTSPFMGSLR 

+ 

635.36 

4 

49.0 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

PPFIBPI 

1P100179172 

Isoform  2  of  Liprin-beta-1 

35 

335 

KITIADCGQLE 

- 

595.74 

2 

92.3 

Non-raft 

- 

1.75 

2.00 

0.88 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

2 

2 

1.00 

1 

2 

0.50 

1.5 

2.0 

0.75 

PP1AP19 

1P100374732 

PREDICTED:  similar  to  peptidylprolyl 
isomerase  A  isoform  1 

595.85 

2 

96.3 

Raft 

- 

2.00 

1.75 

1.14 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

2 

2 

1.00 

2 

1 

2.00 

2.0 

1.5 

1.33 

PP1AP19 

1P100374732 

PREDICTED:  similar  to  peptidylprolyl 
isomerase  A  isoform  1 

336 

MLSSSPASCTSPSPDGENPCK 

- 

566.68 

4 

47.8 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PPP1R14D 

1P100015106 

Protein  phosphatase  1  regulatory  subrmit  14D 

47 

337 

SDGSACNSGISGGRGR 

+ 

371.20 

4 

47.5 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PRAC 

1P100064590 

small  nuclear  protein  PRAC 

84 

338 

TREEECHFYAGGQVYPGEASR 

796.40 

3 

57.3 

Non-raft 

0.75 

0.00 

5.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PRDX4 

1P100011937 

Peroxiredoxin-4 

51 

339 

GSDHTDVCGNWGSSGGSSSSGGSDK 

+ 

781.39 

3 

58.7 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PRQSAPIPI 

1P100028588 

Protein  K1AA0552 

112 

340 

SLICSISNEVPEHPCVSPVSNHVYER 

+  +  +  +  + 

1021.73 

3 

76.1 

Raft 

-H -1- -1- -1- -1- 

3.00 

0.50 

6.00 

4 

1 

4.00 

3 

0 

20.00 

3.5 

0.5 

7.00 

3 

1 

3.00 

2 

0 

13.33 

2.5 

0.5 

5.00 

PRPF19 

1P100004968 

Pre-mRNA-processing  factor  19 

16 

341 

SLICSISNEVPEHPCVSPVSNHVYER 

- 

1021.69 

3 

52.4 

Raft 

- 

0.50 

0.75 

0.67 

0 

1 

0.00 

0 

1 

0.00 

0.0 

1.0 

0.00 

1 

0 

6.67 

1 

1 

1.00 

1.0 

0.5 

2.00 

PRPF19 

1P100004968 

Pre-mRNA-processing  factor  19 

342 

DACFGDSGGPLACNK 

- 

527.34 

3 

44.9 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PRSS21 

1P100218172 

Isoform  2  of  Testisin  precursor 

343 

MTCTDQKSHSQR 

- 

360.12 

4 

46.5 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

PSQRSICI 

1P100328126 

Isoform  1  of  Psoriasis  susceptibility  1 
candidate  gene  1  protein 

344 

GSDELFSTCVTNGPFIMSSNSASAANGNDS 

KK 

- 

1079.95 

3 

101.1 

Raft 

- 

1.25 

1.50 

0.83 

0 

2 

0.00 

0 

1 

0.00 

0.0 

1.5 

0.00 

3 

1 

3.00 

2 

2 

1.00 

2.5 

1.5 

1.67 

PTBPl 

IPlOO  179964 

Isoform  1  of  Polypyrimidine  tract-binding 
protein  1 

345 

SVTRNVMTAILSLPPGDIYNLSVTACTER 

- 

1041.72 

3 

46.7 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

PTPRQ 

1P100001767 

receptor-type  protein  tyrosine  phosphatase  Q 
isoform  a  precursor 

346 

ETPNTAGAGATGGllGGllAAIlATAVAATGl 

LICRQQR 

- 

924.32 

4 

45.1 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

PVRL2 

1P100022661 

Isoform  Delta  of  Poliovirus  receptor-related 
protein  2  precursor 

382 

347 

DCPEKILYSWGELLGK 

+ 

463.94 

4 

52.4 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

RABGAPIL 

1P100396010 

RAB  GTPase  activating  protein  1-like  isoform 

A 

505 

348 

QWNNCAFLESSAK 

- 

749.55 

2 

52.5 

Non-raft 

- 

0.00 

0.50 

0.00 

0 

2 

0.00 

0 

0 

0.00 

0.0 

1.0 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

RAPIB 

1P100015148 

Ras-related  protein  Rap- lb  precursor 

349 

ALAEEWSCPFMETSAK 

+ 

901.26 

2 

56.5 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

RAP2B 

1P100018364 

Ras-related  protein  Rap-2b  precursor 

140 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

350 

ALAQEWGCPFMETSAK 

+  +  +  +  + 

884.82 

2 

77.8 

Non-raft 

-1- -1- -1- -1- -1- 

1.25 

0.00 

8.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

RAP2C 

1P100009607 

Ras-related  protein  Rap-2c  precursor 

140 

351 

MHLPGCAPAMADGSFSLAGHLLR 

- 

597.43 

4 

45.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

RAX 

1P100021025 

Retinal  homeobox  protein  Rx 

352 

NLEDQSSKA.GDMGNCVSGQQQEGGVSEE 

MK 

- 

786.56 

4 

44.4 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

RFTNl 

1P100749454 

Raftlin 

494 

353 

CVLVGDSAVGKTSLLVR 

- 

430.45 

4 

45.8 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

RHOH 

IPIOOO 18882 

Rho-related  GTP -binding  protein  RboH 

430.29 

4 

47.1 

Raft 

- 

0.25 

0.25 

1.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

RHOH 

IPIOOO 18882 

Rbo-related  GTP -binding  protein  RboH 

354 

LLAQECAVCGWALPHNRMQALT^ECTIC 

PDCFR 

+  + 

982.66 

4 

47.8 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

RNF31 

1P100094740 

Isoform  1  of  RING  finger  protein  3 1 

702/717/7 

19/722/72 

5 

982.60 

4 

61.3 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

RNF31 

1P100094740 

Isoform  1  of  RING  finger  protein  3 1 

355 

LPPQLAQLSSPCSSSDSLCSR 

- 

576.74 

4 

49.3 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

ROB04 

1P100103871 

Isoform  1  of  Roundabout  bomolog  4  precursor 

625 

356 

AKVDEFPLCGHMVSDEYEQLSSEALEAAR 

+  + 

1076.16 

3 

131.6 

Raft 

-1-  -1- 

2.75 

0.75 

3.67 

4 

0 

26.67 

0 

3 

0.00 

2.0 

1.5 

1.33 

3 

0 

20.00 

4 

0 

26.67 

3.5 

0.0 

23.33 

RPLIO 

1P100554723 

60S  ribosomal  protein  LIO 

49 

357 

FSVCVLGDQQHCDEAK 

+  +  +  + 

952.76 

2 

69.0 

Raft 

1.50 

0.00 

10.00 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

RPLIOA 

1P100412579 

60S  ribosomal  protein  LlOa 

74 

358 

CTGGEVGATSALAPK 

- 

681.46 

2 

77.1 

Raft 

- 

2.00 

2.00 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

RPL12 

1P100024933 

60S  ribosomal  protein  L12 

359 

HPHDllDDINSGAVECPAS 

+  +  +  +  + 

995.55 

2 

74.8 

Raft 

-1- -1- -1- -1- -1- 

3.50 

0.00 

23.33 

3 

0 

20.00 

4 

0 

26.67 

3.5 

0.0 

23.33 

4 

0 

26.67 

3 

0 

20.00 

3.5 

0.0 

23.33 

RPL12 

1P100024933 

60S  ribosomal  protein  L12 

162 

360 

VVYLRCTGGEVGATSALAPK 

- 

665.58 

3 

45.5 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

RPL12 

1P100024933 

60S  ribosomal  protein  L12 

361 

GCGTVLLSGPR 

+ 

530.65 

2 

54.2 

Raft 

+ 

0.50 

0.25 

2.00 

1 

1 

1.00 

0 

0 

0.00 

0.5 

0.5 

1.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

RPL18 

1P100215719 

60S  ribosomal  protein  LI 8 

134 

362 

EYRDLTTAGAVTQCYR 

+  + 

616.79 

3 

67.5 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

RPL18A 

1P100026202 

60S  ribosomal  protein  LI 8a 

109 

363 

TGVHHYSGNNIELGTACGKYYR 

+ 

611.40 

4 

47.5 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

RPL30 

1P100219156 

60S  ribosomal  protein  L30 

85 

364 

VCTLAIIDPGDSDIIR 

- 

851.14 

2 

79.9 

Raft 

- 

2.00 

2.00 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

RPL30 

1P100219156 

60S  ribosomal  protein  L30 

365 

SACGVCPGR 

+  + 

488.74 

2 

52.6 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

RPL34 

1P100219160 

60S  ribosomal  protein  L34 

46 

366 

ACARPLISVYSEKGESSGK 

- 

675.69 

3 

74.5 

Raft 

- 

2.00 

1.50 

1.33 

4 

2 

2.00 

2 

1 

2.00 

3.0 

1.5 

2.00 

2 

2 

1.00 

0 

1 

0.00 

1.0 

1.5 

0.67 

RPL4 

1P100003918 

60S  ribosomal  protein  L4 

367 

SGQGAFGNMCR 

+ 

564.13 

2 

56.2 

Raft 

+ 

1.50 

0.50 

3.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

2 

1 

2.00 

1 

1 

1.00 

1.5 

1.0 

1.50 

RPL4 

1P100003918 

60S  ribosomal  protein  L4 

96 

368 

AQLNIGNVLPVGTMPEGTIVCCLEEKPGDR 

GK 

+  + 

867.04 

4 

46.5 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

RPL8 

IPIOOO 12772 

60S  ribosomal  protein  L8 

114 

369 

AQLNIGNVLPVGTMPEGTIVCCLEEKPGDR 

GK 

+ 

1155.52 

3 

62.9 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

RPL8 

IPIOOO 12772 

60S  ribosomal  protein  L8 

115 

370 

Xgaiapcevtvpaqntglgpek 

1  +  +  +  +  + 

1140.48 

3 

48.1 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

RPLPO 

1P100008530 

60S  acidic  ribosomal  protein  PO 

119 

1062.85 

2 

90.5 

Raft 

-1- -1- -1- -1- -1- 

4.50 

0.50 

9.00 

6 

1 

6.00 

5 

1 

5.00 

5.5 

1.0 

5.50 

4 

0 

26.67 

3 

0 

20.00 

3.5 

0.0 

23.33 

RPLPO 

1P100008530 

60S  acidic  ribosomal  protein  PO 

371 

ALANVNIGSLICNVGAGGPAPAAGAAPAG 

GPAPSTAAAPAEEK 

+  +  +  +  + 

939.43 

4 

81.9 

Raft 

-1- -1- -1- -1- -1- 

1.25 

0.00 

8.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

RPLPl 

1P100008527 

60S  acidic  ribosomal  protein  PI 

61 

372 

KLLMMAGIDDCYTSAR 

+  +  +  +  + 

894.63 

2 

86.6 

Raft 

-1- -1- -1- -1- -1- 

2.00 

0.00 

13.33 

4 

0 

26.67 

1 

0 

6.67 

2.5 

0.0 

16.67 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

RPS2 

IPIOOO 13485 

40S  ribosomal  protein  S2 

222 

373 

CCLTYCFNKPEDK 

- 

907.57 

2 

48.6 

Raft 

- 

0.25 

1.00 

0.25 

0 

2 

0.00 

0 

2 

0.00 

0.0 

2.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

RPS27A 

1P100179330 

ubiquitin  and  ribosomal  protein  S27a  precursor 

374 

ECPSDECGAGVFMASHFDR 

+ 

1092.74 

2 

47.7 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

RPS27A 

1P100179330 

ubiquitin  and  ribosomal  protein  S27a  precursor 

126 

375 

TGSQGQCTQVRVEFMDDTSR 

- 

749.24 

3 

49.7 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

RPS28 

1P1007 19622 

40S  ribosomal  protein  S28 

749.53 

3 

86.5 

Raft 

- 

3.00 

2.50 

1.20 

3 

6 

0.50 

2 

1 

2.00 

2.5 

3.5 

0.71 

4 

2 

2.00 

3 

1 

3.00 

3.5 

1.5 

2.33 

RPS28 

1P1007 19622 

40S  ribosomal  protein  S28 

376 

MBCLNISFPATGCQK 

+ 

769.64 

2 

91.0 

Raft 

-1- 

2.25 

1.50 

1.50 

2 

2 

1.00 

3 

2 

1.50 

2.5 

2.0 

1.25 

2 

2 

1.00 

2 

0 

13.33 

2.0 

1.0 

2.00 

RPS6 

1P100021840 

40S  ribosomal  protein  S6 

12 

377 

YVDIAIPCNNK 

+ 

625.55 

2 

46.9 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

RPSA 

1P100553164 

40S  ribosomal  protein  SA 

163 

378 

LLWTDPRADHQPLTEASYVNLPTIAICNT 

DSPLR 

- 

1279.00 

3 

113.9 

Raft 

- 

2.25 

1.00 

2.25 

4 

1 

4.00 

2 

2 

1.00 

3.0 

1.5 

2.00 

1 

0 

6.67 

2 

1 

2.00 

1.5 

0.5 

3.00 

RPSA 

1P100553164 

40S  ribosomal  protein  SA 

148 

379 

FCHQLDFSTSGALCVALNK 

- 

545.94 

4 

56.3 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

RPUSDl 

IPIOOO 165 10 

RNA  pseudouridylate  syntbase  domain 
containing  1 

85 

380 

QKLTAEFEEAQTSACR 

+ 

605.04 

3 

45.5 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

RRBPl 

1P1002 15743 

Isoform  3  of  Ribosome-binding  protein  1 

1323 

381 

SKCEELSGLHGQLQEAR 

+ 

629.25 

3 

49.9 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

RRBPl 

1P1002 15743 

Isoform  3  of  Ribosome-binding  protein  1 

933 

382 

AEPSAATQSHSISSSSFGAEPSAPGGGGSPG 

ACPALGTK 

+  +  + 

1186.10 

3 

111.9 

Non-raft 

1.25 

0.25 

5.00 

2 

0 

13.33 

0 

1 

0.00 

1.0 

0.5 

2.00 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

RTN3 

1P100028946 

Reticulon-3 

34 

383 

FVQCPDGELQK 

+  +  + 

632.55 

2 

60.2 

Raft 

0.75 

0.00 

5.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

RUVBL2 

1P100009104 

RuvB-like  2 

227 

384 

METWSVEQVCSWLVEK 

- 

652.17 

3 

47.9 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SAMD3 

IPlOO 184090 

CDNA  FLJ34563  fis,  clone  K1DNE2002798 

385 

HCSLQAVPEEIYR 

+ 

773.12 

2 

45.9 

Raft 

-1- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SCRIB 

1P1004 10666 

Isoform  3  of  Protein  LAP4 

22 

386 

MLKClPLWR 

1  +  +  +  +  + 

601.54 

2 

49.0 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SCRIB 

1P1004 10666 

Isoform  3  of  Protein  LAP4 

4 

601.51 

2 

64.4 

Raft 

-1- -1- -1- -1- -1- 

1.00 

0.00 

6.67 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

SCRIB 

1P1004 10666 

Isoform  3  of  Protein  LAP4 

387 

SQEATEAAPSCVGDMADTPR 

+ 

1018.56 

2 

112.3 

Non-raft 

- 

2.25 

2.00 

1.13 

2 

4 

0.50 

1 

4 

0.25 

1.5 

4.0 

0.38 

3 

0 

20.00 

3 

0 

20.00 

3.0 

0.0 

20.00 

SEPT9 

1P100455033 

Isoform  3  of  Septin-9 

84 

1019.18 

2 

128.6 

Raft 

+ 

4.25 

2.00 

2.13 

5 

3 

1.67 

6 

5 

1.20 

5.5 

4.0 

1.38 

2 

0 

13.33 

4 

0 

26.67 

3.0 

0.0 

20.00 

SEPT9 

1P100455033 

Isoform  3  of  Septin-9 

388 

DMHCLEASSPTFSKEPMK 

+ 

1027.93 

2 

44.7 

Non-raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

SETX 

1P100142538 

Isoform  1  of  Probable  belicase  senataxin 

637 

389 

SPAESAAAGLTCLPSVTR 

+  +  + 

866.64 

2 

111.7 

Non-raft 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SFT2D3 

IPlOO 166444 

Vesicle  transport  protein  SFT2C 

67 

390 

VKVQSVETVEGCTHEVALPAEEDYLPLKPF 

+  +  + 

1113.51 

3 

109.1 

Raft 

3.50 

0.75 

4.67 

3 

2 

1.50 

4 

1 

4.00 

3.5 

1.5 

2.33 

3 

0 

20.00 

4 

0 

26.67 

3.5 

0.0 

23.33 

SKIV2L2 

1P100647217 

Superkiller  vbalicidic  activity  2-like  2 

110 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

391 

GLAAAEPTANGGLALASIEDQGAAAGGYC 

GSRDQVR 

+  +  +  +  + 

1140.28 

3 

176.5 

Non-raft 

+  +  +  +  + 

5.25 

0.00 

35.00 

6 

0 

40.00 

7 

0 

46.67 

6.5 

0.0 

43.33 

4 

0 

26.67 

4 

0 

26.67 

4.0 

0.0 

26.67 

SLC1A5 

IPIOOO 19472 

Neutral  amino  acid  transporter  B(0) 

39 

392 

SSGPGMAPSACCCSPAALQR 

+  +  +  +  + 

947.55 

2 

77.9 

Non-raft 

+  +  +  +  + 

2.75 

0.00 

18.33 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

3 

0 

20.00 

3 

0 

20.00 

3.0 

0.0 

20.00 

SLC26A11 

IPI00410334 

Sulfate/anion  exchanger 

23/24/25 

393 

ACVFGNEPKASDEVPLAPR 

+  +  + 

1001.13 

2 

86.8 

Non-raft 

+  +  + 

1.00 

0.00 

6.67 

3 

0 

20.00 

1 

0 

6.67 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SLC35B2 

IPI00384867 

Isoform  2  of  Adenosine  3'-phospho  5'- 
phosphosulfate  transporter  1 

80 

394 

GLCFPLVK 

+  + 

438.60 

2 

49.2 

Non-raft 

+  + 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SLC35B2 

IPI00384867 

Isoform  2  of  Adenosine  3'-phospho  5'- 
phosphosulfate  transporter  1 

73 

395 

SLNPATIYPVLPKLLSLLPL^QK 

+  +  +  +  + 

870.73 

3 

84.6 

Non-raft 

+  +  +  +  + 

1.50 

0.00 

10.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

SLC5A6 

IPI00031822 

Sodium-dependent  multivitamin  transporter 

577 

396 

GCKVLLNIGQQMLR 

+  +  +  +  + 

808.44 

2 

91.6 

Non-raft 

+  +  +  +  + 

2.25 

0.00 

15.00 

4 

0 

26.67 

2 

0 

13.33 

3.0 

0.0 

20.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

SLC7A1 

IPI00027728 

High-affinity  cationic  amino  acid  transporter  1 

3 

397 

TLTELNKCCGLCVCPCNR^^^^^^J 

+  +  +  +  + 

985.76 

2 

92.2 

Non-raft 

+  +  +  +  + 

1.50 

0.00 

10.00 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

SNAP23 

IPI00010438 

Isoform  SNAP-23a  of  Synaptosomal-associatec 
protein  23 

79/80/83/8 

5/87 

985.76 

2 

105.4 

Raft 

+  +  +  +  + 

3.00 

0.00 

20.00 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

3 

0 

20.00 

4 

0 

26.67 

3.5 

0.0 

23.33 

SNAP23 

IPI00010438 

Isoform  SNAP-23a  of  Synaptosomal-associatec 
protein  23 

398 

TTWGDGGENSPCNWSK 

+  +  +  +  + 

876.12 

2 

89.2 

Non-raft 

+  + 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SNAP23 

IPI00010438 

Isoform  SNAP-23a  of  Synaptosomal-associatec 
protein  23 

112 

876.74 

2 

91.4 

Raft 

+  +  +  +  + 

3.75 

0.00 

25.00 

4 

0 

26.67 

5 

0 

33.33 

4.5 

0.0 

30.00 

3 

0 

20.00 

3 

0 

20.00 

3.0 

0.0 

20.00 

SNAP23 

IPI00010438 

Isoform  SNAP-23a  of  Synaptosomal-associatec 
protein  23 

399 

ANNPEQNRLSECEEQAK 

- 

980.66 

2 

68.0 

Raft 

- 

1.25 

0.75 

1.67 

2 

2 

1.00 

1 

1 

1.00 

1.5 

1.5 

1.00 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

SNDl 

IPIOO 140420 

Staphylococcal  nuclease  domain-containing 
protein  1 

152 

400 

VQFQDMCATIGVDPLASGK 

- 

666.89 

3 

45.7 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SNF8 

IPI00101524 

Isoform  1  of  Vacuolar  sorting  protein  SNF8 

72 

401 

SIGVPIKVLHEAEGHIVTCETNTGEVYR 

+  +  +  + 

1032.25 

3 

61.4 

Raft 

+  +  +  + 

1.75 

0.25 

7.00 

1 

0 

6.67 

1 

1 

1.00 

1.0 

0.5 

2.00 

3 

0 

20.00 

2 

0 

13.33 

2.5 

0.0 

16.67 

SNRPD3 

IPIOOO  17964 

Small  nuclear  ribonucleoprotein  Sm  D3 

10 

402 

NGGGGGGGGSGLICAGNGGGGGGGPR 

+ 

496.18 

4 

44.5 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SNX27 

IPI00640980 

sorting  nexin  family  member  27 

30 

403 

STCPSAAPSASAPAMTTVENK 

+ 

1011.01 

2 

46.7 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SPECCIL 

IPIOO 178072 

cytospin-A 

79 

404 

CGCAGCGGRHEEAAR 

- 

492.81 

3 

47.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

SPRED3 

IPI00397716 

Sprouty-related,  EVHl  domain-containing 
protein  3 

405 

NMVHPNVICDGCNGPVVGTR 

+ 

1104.10 

2 

55.7 

Non-raft 

0.75 

0.00 

5.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SQSTMl 

IPIOO 179473 

48  kDa  protein 

127 

1104.78 

2 

83.8 

Raft 

- 

0.75 

0.75 

1.00 

1 

1 

1.00 

0 

1 

0.00 

0.5 

1.0 

0.50 

2 

0 

13.33 

0 

1 

0.00 

1.0 

0.5 

2.00 

SQSTMl 

IPIOO 179473 

48  kDa  protein 

406 

NMVHPNVICDGCNGPVVGTR 

+ 

736.51 

3 

58.7 

Non-raft 

+ 

0.50 

0.25 

2.00 

1 

0 

6.67 

1 

1 

1.00 

1.0 

0.5 

2.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SQSTMl 

IPIOO 179473 

48  kDa  protein 

131 

737.27 

3 

86.2 

Raft 

+  + 

1.75 

0.50 

3.50 

2 

1 

2.00 

2 

1 

2.00 

2.0 

1.0 

2.00 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

SQSTMl 

IPIOO 179473 

48  kDa  protein 

407 

SSSQPSSCCSDPSBCPGGNVEGATQSLAEQM 

R 

- 

1084.37 

3 

57.9 

Non-raft 

- 

0.50 

0.25 

2.00 

2 

0 

13.33 

0 

1 

0.00 

1.0 

0.5 

2.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SQSTMl 

IPIOO 179473 

48  kDa  protein 

1085.08 

3 

94.3 

Raft 

- 

1.75 

1.50 

1.17 

1 

2 

0.50 

2 

1 

2.00 

1.5 

1.5 

1.00 

2 

2 

1.00 

2 

1 

2.00 

2.0 

1.5 

1.33 

SQSTMl 

IPIOO 179473 

48  kDa  protein 

408 

SSSQPSSCCSDPSBCPGGNVEGATQSLAEQM 

R 

- 

1084.41 

3 

49.2 

Non-raft 

- 

0.00 

0.75 

0.00 

0 

2 

0.00 

0 

1 

0.00 

0.0 

1.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

SQSTMl 

IPIOO 179473 

48  kDa  protein 

1084.77 

3 

79.2 

Raft 

- 

0.25 

0.25 

1.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

SQSTMl 

IPIOO 179473 

48  kDa  protein 

409 

FPNGTASSPSSSPSPSPG^GEGGGSRGPGA 

GAADGMEEPGR 

+ 

1269.19 

3 

47.4 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

SSTRl 

IPI00027804 

Somatostatin  receptor  type  1 

21 

410 

ALDLDSSCKEAADGYQR 

- 

921.76 

2 

55.1 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

STIPl 

IPI00013894 

Stress-induced-phosphoprotein  1 

411 

WLCVGECEGGALGRR 

- 

535.96 

3 

47.7 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

STKllIP 

IPI00885068 

Isoform  2  of  serine/threonine  kinase  11- 
interacting  protein 

734/738 

412 

LQDGCNNNLLTHTCTRGCSS 

- 

566.52 

4 

46.9 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

STK32B 

IPI00293334 

Isoform  1  of  Serine/threonine-protein  kinase 
32B 

413 

GPGLFFILPCTDSFIK 

+  +  +  +  + 

878.20 

2 

62.2 

Non-raft 

+  +  + 

0.75 

0.00 

5.00 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

STOM 

IPI002 19682 

Erythrocyte  band  7  integral  membrane  protein 

87 

878.07 

2 

79.7 

Raft 

+  +  +  +  + 

2.75 

0.00 

18.33 

4 

0 

26.67 

3 

0 

20.00 

3.5 

0.0 

23.33 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

STOM 

IPI002 19682 

Erythrocyte  band  7  integral  membrane  protein 

414 

GGNDTCFLEGLLGPLLPSLPPLGPSPICLTP 

GPFLLGMLSQLPR 

- 

1130.25 

4 

54.5 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

STRC 

IPIOO 170605 

Stereocilm  precursor 

568/590 

415 

KPPGSGRWLGLAAGTATLPSSICPGVQASR 

- 

980.10 

3 

46.7 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TACC2 

IPI00743514 

Similar  to  Transforming  acidic  coiled-coil- 
containing  protein  2 

82 

416 

WASGLTPAQNCPR 

+ 

701.75 

2 

45.5 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TAPBP 

IPI00007327 

Isoform  1  of  Tapasin  precursor 

115 

417 

LDGHTSCTLWTPFNK 

- 

574.34 

3 

46.3 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

TBC1D9B 

IPI00307257 

TBcl  domain  family,  member  9B  (with 

GRAM  domain)  isoform  a 

308 

418 

TGGTTTDLFQCSKCK 

- 

429.91 

4 

52.5 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TCEA3 

IPIOO  178 146 

Transcription  elongation  factor  A  protein  3 

419 

NGTCCIADLGLAVRHDSATDTIDIAPNHR 

- 

1017.31 

3 

50.2 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TGFBRl 

IPI00005733 

TGF-beta  receptor  type-1  precursor 

420 

MPPPPPLSCLRGLQAPHQPGQPGFK 

- 

898.38 

3 

47.5 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TLE3 

IPI00221206 

Isoform  4  of  Transducin-like  enhancer  protein 

3 

421 

GCCSQSDFGTTSLK 

- 

359.56 

4 

45.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

TLR4 

IPI00008673 

Toll-like  receptor  4  precursor 

422 

SALCFWAVGLVAGCGAGGVALLSTTSSR 

- 

667.61 

4 

45.4 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

TMEM125 

IPI00059631 

Transmembrane  protein  125 

37 

423 

GGAALLCLSALLAHASGR 

- 

560.93 

3 

47.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

TMEM132E 

IPI00413912 

Hypothetical  protein 

424 

SMATYILKDFNACK 

+ 

803.01 

2 

46.7 

Non-raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TMEM63A 

IPI00006006 

Transmembrane  protein  63A 

379 

425 

GCEQVEAIEYYTKLEQK 

+ 

1016.27 

2 

53.1 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TMEM63B 

IPI005 14538 

transmembrane  protein  63B 

327 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

426 

EAALPlLEPVLGQEQPAAPDQrcVLFADAP 

EPGQALPVEEEAVTLAR 

+  + 

1223.72 

4 

48.8 

Raft 

-1-  -1- 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TNKSIBPI 

1P100304589 

182  kDa  tankyrase  1 -binding  protein 

631 

427 

CTKEEHLCTQR 

+  +  + 

737.16 

2 

62.7 

Non-raft 

-1- -1- -1- -1- -1- 

1.25 

0.00 

8.33 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

TPM3 

IPlOO 178083 

29  kDa  protein 

209 

737.07 

2 

75.3 

Raft 

- 

0.75 

0.75 

1.00 

1 

2 

0.50 

2 

1 

2.00 

1.5 

1.5 

1.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TPM3 

IPlOO 178083 

29  kDa  protein 

428 

ESQLSLGGQSCAGEPDEELVGAFPIFVR 

+ 

735.16 

4 

45.9 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

TRAIP 

1P100306611 

TRAF-interacting  protein 

373 

429 

NQSLPVIMGSFAAPVCTSSPKMGVLK 

+ 

898.97 

3 

45.2 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

TRAK2 

1P100297257 

Trafficking  kinesin-binding  protein  2 

902 

430 

MQSLSEAPNSDSLAPKPSSNSASECTASTTE 

LK 

- 

1119.37 

3 

43.5 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

TSHZ2 

1P100032988 

Teashirt  homolog  2 

431 

GCSLGSVLLSPTSTAPATSSSTVTTAK 

+ 

632.46 

4 

53.8 

Non-raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TSHZ3 

1P100001743 

Teashirt  homolog  3 

801 

432 

VADEALKVDDCDCHPEFSPPSSQPPK 

- 

734.98 

4 

47.9 

Raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TTC3 

1P100023977 

Isoform  TRPDl  of  Tetratricopeptide  repeat 
protein  3 

422 

433 

MICQLYISKPFIIDGFK 

- 

515.37 

4 

45.6 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

TTLL6 

1P100297940 

cDNA  FLJ40073  fis,  clone  TEST12000272. 

434 

AYHEQLSVAEITNACFEPANQMVK 

+ 

898.88 

3 

59.4 

Non-raft 

- 

0.25 

0.25 

1.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

TUBA4A 

1P100007750 

Tubulin  alpha- 1  chain 

295 

898.89 

3 

57.4 

Raft 

0.75 

0.00 

5.00 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

TUBA4A 

1P100007750 

Tubulin  alpha- 1  chain 

435 

SIQFVDWCPTGFK 

- 

1112.74 

3 

62.9 

Non-raft 

+ 

0.50 

0.25 

2.00 

2 

1 

2.00 

0 

0 

0.00 

1.0 

0.5 

2.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TUBA4A 

1P100007750 

Tubulin  alpha- 1  chain 

765.08 

2 

47.5 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TUBA4A 

1P100007750 

Tubulin  alpha- 1  chain 

436 

MREIVHIQAGQCGNQIGAK 

+ 

690.78 

3 

97.0 

Non-raft 

+ 

3.50 

1.75 

2.00 

4 

3 

1.33 

6 

4 

1.50 

5.0 

3.5 

1.43 

3 

0 

20.00 

1 

0 

6.67 

2.0 

0.0 

13.33 

TUBB2C 

1P100007752 

Tubulin  beta-2C  chain 

12 

685.61 

3 

80.5 

Raft 

- 

0.25 

0.75 

0.33 

0 

2 

0.00 

1 

1 

1.00 

0.5 

1.5 

0.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

TUBB2C 

1P100007752 

Tubulin  beta-2c  chain 

437 

NMMAACDPR 

+ 

505.02 

2 

52.2 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

TUBB2C 

1P100007752 

Tubulin  beta-2c  chain 

303 

438 

VTEAPCYPGAPSTEASGQTGPQEPTSARA 

+ 

954.57 

3 

64.0 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

TXLNA 

1P100470779 

Alpha-taxilin 

523 

439 

LRCGGTAEEILDV 

688.50 

2 

55.8 

Non-raft 

0.75 

0.00 

5.00 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

UGCG 

1P100003861 

Ceramide  glucosyltransferase 

384 

440 

AASNAAAAAAAGLDFAPGLICAPR 

- 

719.13 

3 

49.9 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

UNCX 

1P100248578 

PREDICTED:  similar  to  Unc4.1  homeobox 

441 

TAGQPEGGPGADFGQSCFPAEAGRDTLSR 

- 

960.79 

3 

103.0 

Raft 

- 

1.50 

1.50 

1.00 

2 

2 

1.00 

2 

2 

1.00 

2.0 

2.0 

1.00 

1 

1 

1.00 

1 

1 

1.00 

1.0 

1.0 

1.00 

USPIO 

1P100291946 

Ubiquitin  carboxyl -terminal  hydrolase  10 

442 

TPSYSISSTLNPQAPEFILGCTASK 

- 

871.77 

3 

58.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

USPIO 

1P100291946 

Ubiquitin  carboxyl-terminal  hydrolase  10 

443 

ELADNSCLRPIDRNGK 

+ 

601.73 

3 

51.8 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

USP40 

1P100398007 

ubiquitin  specific  protease  40 

810 

444 

RACSDVTTVAK 

- 

384.46 

3 

48.8 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

UTS2D 

1P100792987 

9  kDa  protein 

445 

CVFEMPNENDKLNDMEPSK 

+  +  + 

1120.68 

2 

51.4 

Non-raft 

0.75 

0.00 

5.00 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

VAPA 

IPlOO 170692 

vesicle-associated  membrane  protein- 
associated  protein  A  isoform  2 

128 

446 

VCEDLDTSVNLAWTSGTNCTR 

+ 

1205.97 

2 

61.1 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

VDAC2 

1P100024145 

Isoform  1  of  Voltage-dependent  anion- 
selective  chaimel  protein  2 

225 

447 

VCEDLDTSVNLAWTSGTNCTR 

+ 

1206.48 

2 

60.3 

Non-raft 

- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

VDAC2 

1P100024145 

Isoform  1  of  Voltage-dependent  anion- 
selective  chaimel  protein  2 

242 

448 

QVQSLTCEVDALKGTNESLER 

- 

1161.32 

2 

125.5 

Raft 

- 

2.25 

2.50 

0.90 

2 

4 

0.50 

3 

2 

1.50 

2.5 

3.0 

0.83 

2 

3 

0.67 

2 

1 

2.00 

2.0 

2.0 

1.00 

VIM 

1P1004 18471 

Vimentin 

449 

GQEDAVAPGCKASGR 

+ 

483.15 

3 

46.9 

Raft 

+ 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

VS1G8 

1P100479090 

Novel  protein 

29 

450 

ASPPSSSCNISSGEMQK 

+ 

428.14 

4 

44.6 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

VWF 

1P100023014 

von  Willebrand  factor  precursor 

210 

451 

TWCPPCLPAPSPPAQMIPSPAVTGSQRPPW 

GSQR 

- 

936.29 

4 

58.0 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

WDR90 

1P100640784 

cDNA  FLJ44660  fis,  clone  BRAcE3002344, 
weakly  similar  to  Vegetatible  incompatibility 
protein  HET-E-1 

983 

452 

CHGVSGSCTVRTCWR 

- 

445.30 

4 

46.2 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

WNT9A 

1P100220170 

Protein  Wnt-9a  precursor 

453 

ASGGRCGGPAGAAAGSGGGGDAPGPAGR 

- 

550.35 

4 

49.5 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

WTIP 

1P100787845 

PREDICTED:  similar  to  WTl -interacting 
protein 

201 

454 

CCCCCAGSGGSAGSGGSGGVAGPGGGGA 

- 

720.20 

4 

50.7 

Raft 

- 

0.00 

0.25 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

XKR4 

IPlOO 174859 

XK-related  protein  4 

GSAALCLR 

455 

CCCCCAGSGGSAGSGGSGGVAGPGGGGAC 

SAALCLR 

958.31 

4 

54.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

XKR4 

IPlOO 174859 

XK-related  protein  4 

456 

YRPENTPEPVSTSVSHYGAEPTTVSrcPSSS 

AK 

+  +  +  +  + 

1155.61 

3 

59.5 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

YESl 

IPIOOO 13981 

Proto-oncogene  tyrosine-protein  kinase  Yes 

42 

1155.97 

3 

91.8 

Raft 

-1- -1- -1- -1- -1- 

2.50 

0.00 

16.67 

4 

0 

26.67 

3 

0 

20.00 

3.5 

0.0 

23.33 

1 

0 

6.67 

2 

0 

13.33 

1.5 

0.0 

10.00 

YESl 

IPIOOO 13981 

Proto-oncogene  tyrosine-protein  kinase  Yes 

457 

MPSCDPGPGPACLPTK 

- 

425.24 

4 

52.7 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

YPEL4 

1P100043857 

Protein  yippee-like  4 

458 

MSRPSSVSPRQPAPGGGGGGGPSrcGPGGG 

GR 

+  + 

709.91 

4 

44.6 

Non-raft 

-1-  -1- 

0.50 

0.00 

3.33 

1 

0 

6.67 

1 

0 

6.67 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

YTHDC2 

IPIOOO 10200 

YTH  domain  containing  2 

25 

459 

LAEQAERYDDMATCMK 

- 

938.56 

2 

72.0 

Non-raft 

- 

0.25 

2.00 

0.13 

0 

3 

0.00 

1 

1 

1.00 

0.5 

2.0 

0.25 

0 

2 

0.00 

0 

2 

0.00 

0.0 

2.0 

0.00 

YWHAQ 

1P100018146 

14-3-3  protein  theta 

460 

LAEQAERYDDMAACMK 

- 

923.23 

2 

71.6 

Non-raft 

- 

2.25 

2.75 

0.82 

4 

1 

4.00 

1 

4 

0.25 

2.5 

2.5 

1.00 

3 

3 

1.00 

1 

3 

0.33 

2.0 

3.0 

0.67 

YWHAZ 

1P100021263 

14-3-3  protein  zeta/delta 

616.12 

3 

46.3 

Raft 

-1- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

YWHAZ 

1P100021263 

14-3-3  protein  zeta/delta 

461 

SLAATPSSSLICTLIALGLR 

+ 

986.56 

2 

52.8 

Raft 

+ 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

YYIAPI 

1P100303506 

YYl  associated  protein 

122 

462 

DSYANGTGSSGGGPGGGGSEEASGAGVGS 

GGASSDAICRDFLR 

- 

959.60 

4 

47.2 

Raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

ZC3H10 

1P100064474 

cDNA  FLJ14451  fis,  clone  HEMBB1001834 

42 

463 

SEAGHASSPDSEVTSLCQKEK 

- 

548.21 

4 

46.4 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

ZCCHC8 

IPlOO 166422 

Isoform  2  of  Zinc  finger  CCHC  domain- 
containing  protein  8 

464 

MKE)CEYQQ1SPGAAPLPASPGAR 

+ 

796.80 

3 

44.2 

Raft 

-1- 

0.25 

0.00 

1.67 

1 

0 

6.67 

0 

0 

0.00 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ZDHHC18 

IPlOO 183979 

Palmitoyltransferase  ZDHHC18 

4 

465 

FRGGVNPFTNGCCNNVSR 

+  +  +  +  + 

689.76 

3 

58.4 

Raft 

-1- -1- -1- -1- -1- 

1.75 

0.00 

11.67 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

ZDHHC5 

1P100328272 

Isoform  1  of  Probable  palmitoyltransferase 
ZDHHC5 

236 

No. 

Sequences 

Prob. 

Both 

Precursor 

m/z 

Charge 

Score 

Fraction 

Prob. 

Each 

Spectral  Counts 

Gene  Symbol 

Acc.Number 

Description 

Site 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Biological  Replicate 

2nd  Biological  Replicate 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st  Tech.  Replicate 

2nd  Tech.  Replicate 

Avg. 

EXP 

Avg. 

CON 

Avg. 

Ratio 

1st 

EXP 

1st 

CON 

1st 

Ratio 

2nd 

EXP 

2nd 

CON 

2nd 

Ratio 

3rd 

EXP 

3nd 

CON 

3rd 

Ratio 

4th 

EXP 

4th 

CON 

4th 

Ratio 

466 

GGVNPFTNGCCNNVSR 

+  +  +  +  -1- 

820.05 

2 

82.9 

Non-raft 

+  +  +  +  + 

4.50 

0.00 

30.00 

5 

0 

33.33 

4 

0 

26.67 

4.5 

0.0 

30.00 

4 

0 

26.67 

5 

0 

33.33 

4.5 

0.0 

30.00 

ZDHHC5 

1P100328272 

Isoform  1  of  Probable  palmitoyltransferase 
ZDHHC5 

236/237 

820.10 

2 

97.5 

Raft 

+  +  +  +  + 

6.00 

0.00 

40.00 

6 

0 

40.00 

6 

0 

40.00 

6.0 

0.0 

40.00 

6 

0 

40.00 

6 

0 

40.00 

6.0 

0.0 

40.00 

ZDHHC5 

1P100328272 

Isoform  1  of  Probable  palmitoyltransferase 
ZDHHC5 

467 

VLCSSPAPR 

+  +  +  +  -1- 

465.19 

2 

56.9 

Non-raft 

+  + 

0.50 

0.00 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

ZDHHC5 

1P100328272 

Isoform  1  of  Probable  palmitoyltransferase 
ZDHHC5 

245 

465.24 

2 

66.3 

Raft 

+  +  +  +  + 

5.00 

0.00 

33.33 

6 

0 

40.00 

5 

0 

33.33 

5.5 

0.0 

36.67 

4 

0 

26.67 

5 

0 

33.33 

4.5 

0.0 

30.00 

ZDHHC5 

1P100328272 

Isoform  1  of  Probable  palmitoyltransferase 
ZDHHC5 

468 

TFFTSPCTEEPR 

- 

708.49 

2 

45.0 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ZDHHC6 

1P100008350 

Isoform  1  of  Probable  palmitoyltransferase 
ZDHHC6 

343 

469 

YKVIEDYSGACCPLNK 

+  +  + 

902.30 

2 

103.4 

Non-raft 

+  +  + 

1.00 

0.00 

6.67 

2 

0 

13.33 

2 

0 

13.33 

2.0 

0.0 

13.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ZDHHC6 

1P100008350 

Isoform  1  of  Probable  palmitoyltransferase 
ZDHHC6 

328/329 

470 

GCCGNVEHVLCSPLAPR 

+  + 

878.57 

2 

75.6 

Non-raft 

+  + 

0.50 

0.00 

3.33 

2 

0 

13.33 

0 

0 

0.00 

1.0 

0.0 

6.67 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ZDHHC8 

1P100385426 

Isoform  1  of  Probable  palmitoyltransferase 
ZDHHC8 

236/237/2 

45 

471 

SKYCLK 

- 

371.05 

2 

46.9 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

1 

0.00 

0 

0 

0.00 

0.0 

0.5 

0.00 

ZFP161 

1P100307325 

Zinc  finger  protein  161  homolog 

472 

MIPICPWSFTYVPSRLGEDAK 

1232.93 

2 

58.6 

Raft 

1.00 

0.00 

6.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

2 

0 

13.33 

1 

0 

6.67 

1.5 

0.0 

10.00 

ZFR 

1P100333858 

117  kDa  protein 

5 

473 

TFCSLSCLSSYEEK 

- 

533.45 

3 

44.2 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

ZMYMl 

1P100470588 

Novel  protein 

533.45 

3 

44.1 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ZMYMl 

1P100470588 

Novel  protein 

474 

STGGGGGDGGGGGGGAEAGTGAGGGCGS 

CCPGGLR 

- 

890.57 

3 

45.0 

Non-raft 

- 

0.25 

0.00 

1.67 

0 

0 

0.00 

1 

0 

6.67 

0.5 

0.0 

3.33 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ZNF282 

1P100003798 

Zinc  finger  protein  282 

496/499/5 

00 

475 

DALEMICNLESEGDEK 

- 

899.17 

2 

51.9 

Raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ZNF292 

1P100164352 

PREDICTED:  similar  to  Zinc  finger  protein 

292  isoform  1 

476 

ACEIBCDNSQCGGPFTQTQDSIVNEK 

- 

946.86 

3 

44.2 

Non-raft 

- 

0.00 

0.25 

0.00 

0 

0 

0.00 

0 

1 

0.00 

0.0 

0.5 

0.00 

0 

0 

0.00 

0 

0 

0.00 

0.0 

0.0 

0.00 

ZNF441 

1P100175390 

Zinc  finger  protein  441 

Note  1.  No.  =  Number  (see  the  1st  eolumn). 

Note  2,  Prob.  Both  =  Probability  in  both  fraetions  (see  the  3rd  eolumn). 

Note  3.  Prob.  Each  =  Probability  in  each  fractions  (see  the  8th  column). 

Note  2,  Avg.  =  Average  (see  the  9th~l  1th,  18th~20th,  and  27th~29th  columns. 

Note  3.  To  avoid  division  by  zero,  a  value  of  0. 15  was  substituted  for  CON  spectral  counts  of  0  (see  the  10th,  13th,  16th,  19th,  22th,  25th,  and  28th  columns)  so  that  the  EXP/CON  ratios  could  be  calculated. 

Note4,  The  peptide  sequences  (see  the  2nd  column)  were  assorted  according  to  Gene  Symbols  (see  the  30th  column). 

Note  5,  The  peptide  sequences  (see  the  2nd  column)  are  only  representative,  since  a  maximum  of  one  miscleavage  may  give  rise  to  a  maximum  of  3  unique  peptides.  Therefore,  only  476  different  peptides  were  listed,  though  527  unique  peptides 
containing  free  cysteines  were  identified. 

i’Nore  o,  v-ysrems  m  mue  ^^DOia  ana  unaenmea,  see  me  zna  column;  were  rree  cysieme  resiaues,  maicarmg  rney  were  ongmaiiy  »-acyiaiea.  v^ysiemes  m  rea  ^^see  me  zna  column;  were  moairiea  ny  iM-emyimaieimiae,  maicarmg  mey  were  orign 
nnnanvIatRfI 

Note  7.  Highly  probable  S-acylated  peptides  were  highlighted  with  yellow  (see  the  2nd  column). 

Note  8,  S-acylated  peptides  were  purified  from  about  1.25  mg  non-raft  and  2.7  mg  raft  protein  samples,  respectively. 


Table  S6.  Highly  probable  S-acylation  sites  identified  by  the  peptide-based  procedure. 


Peptide 

Gene  Symbol 

Acc.  Number 

Description 

Sites 

Known 

Sites 

Species 

Refence 

Protein-based 

FRCPEALFQPSFLGME^GIHETTFNSIMK 

ACTB 

IPI00021439 

Actin,  cytoplasmic  1 

272 

- 

Dietyostelium 

16453612 

ACTGl 

IPI00021440 

Actin,  cytoplasmic  2 

272 

- 

Dietyostelium 

16453612 

NSGSCECEPR 

ADCY3 

IPI00028513 

Adenylate  eyelase  type  3 

46/48 

CQPAPPIDEDLPEERPDD 

ADORAl 

IPI00026872 

Adenosine  A1  reeeptor 

309 

309 

Human 

10455026 

YCAGEENWVDSR 

ATPllA 

IPI00255653 

Probable  phospholipid- transporting  ATPase  IH 

14 

Highly  probable 

ATSVECCER 

C13orfl 

IPI00030959 

24  kDa  protein 

7/8 

Probable 

MFSCVKPYEDQNYSAERR 

CAPN5 

IPI00643994 

CDNA  FEJ46245  fis,  elone  TEST14020596,  highly  similar  to  Homo 
sapiens  ealpain  5 

44 

Probable 

CFSSVSEQLSQD 

CAV2 

IPIOOO 19870 

Isoform  Alpha  of  Caveolin-2 

151 

Probable 

EGCCVVEKPQPK 

CDC42SE1 

1PI00024972 

CDC42  small  effeetor  1 

10 

EGCCVVEKPQPK 

CDC42SE1 

1PI00024972 

CDC42  small  effeetor  1 

11 

EGCCVVEKPQPK 

CDC42SE1 

1P100024972 

CDC42  small  effeetor  1 

10/11 

10/11 

Uniprot- 

probable 

SSSSSSASAAAAAAAASSSA^SR 

CKAP4 

1PI00141318 

Isoform  1  of  Cytoskeleton-assoeiated  protein  4 

100 

100 

Human 

18296695 

Highly  probable 

YQEAAPNVANNTGPHAA^FGAK 

CTNNDl 

IPIOO 182469 

Isoform  lAB  of  Catenin  delta- 1 

618 

Highly  probable 

CSGPEGIEGGIISNQQITASSTHR 

EDIE3 

1P100306046 

Isoform  1  of  EGF-like  repeat  and  diseoidin  I-like  domain-eontaining 
protein  3  preeursor 

158 

SCGSSTPDEFPTDIPGTK 

EIF2S3 

1PI00297982 

Eukaryotie  translation  initiation  faetor  2  subunit  3 

105 

EDEPNRPETSFEWFTNICK 

FER1E3 

1PI00021048 

Isoform  1  of  Myoferlin 

2013 

Highly  probable 

AGSNMEEIGVHGPTircEEVSMK 

FENB 

1P100289334 

Isoform  1  of  Filamin-B 

2556 

MFFTCGPNEAMVVSGFCR 

FEOTl 

1P100027438 

Flotillin-1 

17 

Highly  probable 

MFFTCGPNEAMVVSGFCR 

FLOTl 

1PI00027438 

Flotillin-1 

5/17 

SPPVMVAGGRVFVErciQQIQR 

FEOTl 

1PI00027438 

Flotillin-1 

34 

34 

Mouse 

12370178 

dsgaalgegiaehscyaqvr 

G6PC3 

1P100031052 

glueose-6-phosphatase  eatalytie  subunit  3 

269 

TEESMMACCESDEVKESK 

GNAll 

1P100305551 

Guanine  nueleotide-binding  protein  subunit  alpha- 1 1 

9 

Highly  probable 

TLESMMACCESDEVKESK 

GNAll 

1PI00305551 

Guanine  nueleotide-binding  protein  subunit  alpha- 1 1 

9/10 

9/10 

Human 

9175863 

SVESVCFPGCEETSGEAEQQR 

GNA13 

1PI00290928 

Guanine  nueleotide-binding  protein  alpha- 13  subunit 

14 

Highly  probable 

SVESVCFPGCEETSGEAEQQR 

GNA13 

1P100290928 

Guanine  nueleotide-binding  protein  alpha- 13  subunit 

14/18 

14/18/37 

Human 

10747909 

TEESIMACCESEEAKEAR 

GNAQ 

1P100288947 

Guanine  nueleotide  binding  protein 

10 

Highly  probable 

TLESIMACCESEEAKEAR 

GNAQ 

1PI00288947 

Guanine  nueleotide  binding  protein 

9/10 

9/10 

Human 

8227063 

ATTVPDGCRNGEK 

GPRC5A 

1PI00022624 

Retinoie  aeid-indueed  protein  3 

9 

Highly  probable 

QRNPMDYPVEDAFCKPQLVK 

GPRC5A 

1PI00022624 

Retinoie  aeid-indueed  protein  3 

284 

MYGCDEGPDGR 

HEA-B 

1P100471955 

HE  A  elass  I  histoeompatibility  antigen,  B-50  alpha  ehain  preeursor 

125 

332/349 

Human 

17785801 

Highly  probable 

HEA-C 

1PI00473131 

HEA  elass  1  histoeompatibility  antigen,  Cw-6  alpha  ehain  preeursor 

125 

- 

Human 

17785801 

Highly  probable 

SETVETCATGR 

ITGA3 

1P1002 15995 

Isoform  Alpha-3  A  of  Integrin  alpha-3  preeursor 

904 

Probable 

AVVMISCNRHTLADNFNPVSEER 

M6PR 

1PI00025049 

Cation-dependent  mannose-6-phosphate  reeeptor  preeursor 

145 

30/34 

Bovine 

8647889 

Highly  probable 

SKIVGAPMHDELEWNNATVTXHSK 

MTHFDl 

1PI002 18342 

C-l-tetrahydro folate  synthase,  eytoplasmie 

195 

FACHSASETVR 

NONO 

1P100304596 

Non-POU  domain-eontaining  oetamer-binding  protein 

145 

Probable 

NIQTDNNKSIGCFGSR 

PKP2 

1P100005264 

Isoform  2  of  Plakophilin-2 

647 

ADSERLSAPGCWAACTNFSR 

PEP2 

1PI00030362 

Proteolipid  protein  2 

12/16 

Probable 

VYFAAEDTDCCTR 

PESCRl 

1PI00005181 

Phospholipid  seramblase  1 

148/149 

184-189 

12564925 

Highly  probable 

SGAGQPEGQAAEES^CCAR 

PESCR3 

1P100216127 

Phospholipid  seramblase  3 

125 

Highly  probable 

sgagqpegqaaeesn::car 

PESCR3 

1P100216127 

Phospholipid  seramblase  3 

126 

Peptide 

Gene  Symbol 

Acc.  Number 

Description 

Sites 

Known 

Sites 

Species 

Refence 

Protein-based 

SGAGOPLGOAAEESNCCAR 

PESCR3 

IPI00216127 

Phospholipid  scramblase  3 

125/126 

VVGPCWTCGCGTDTNFEVK 

PESCR3 

IPI00216127 

Phospholipid  scramblase  3 

211/214/2 

16 

211/214/21 

6 

Uniprot- 

probable 

SEICSISNEVPEHPCVSPVSNHVYER 

PRPF19 

IPI00004968 

Pre-mRNA-processing  factor  1 9 

16 

Probable 

AEAQEWGCPFMETSAK 

RAP2C 

IPI00009607 

Ras-related  protein  Rap-2c  precursor 

140 

Highly  probable 

HPHDIIDDINSGAVKPAS 

RPE12 

IPI00024933 

60S  ribosomal  protein  E12 

162 

Highly  probable 

AGAIAPCEVTVPAQNTGEGPEK 

RPEPO 

IPI00008530 

60S  aeidie  ribosomal  protein  PO 

119 

AEANVNIGSErNVGAGGPAPAAGAAPAGGPAP 

STAAAPAEEK 

RPEPl 

IPI00008527 

60S  aeidie  ribosomal  protein  PI 

61 

KELMMAGIDECYTSAR 

RPS2 

IPIOOO 13485 

40S  ribosomal  protein  S2 

222 

MEKCIPEWR 

SCRIB 

IPI004 10666 

Isoform  3  of  Protein  LAP4 

4 

Highly  probable 

GEAAAEPTANGGEAEASIEDQGAAAGG^GSRD 

QVR 

SEC1A5 

IPIOOO 19472 

Neutral  amino  aeid  transporter  B(0) 

39 

Highly  probable 

SSGPGMAPSACCCSPAAEQR 

SEC26A11 

IPI00410334 

Sulfate/anion  exehanger 

23/24/25 

SENPATIYPVEPKEESEEPE^QK 

SEC5A6 

IPI00031822 

Sodium-dependent  multivitamin  transporter 

577 

Probable 

GCKVEENIGQQMER 

SEC7A1 

IPI00027728 

High-affinity  eationie  amino  aeid  transporter  1 

3 

Highly  probable 

TETEENKCCGECVCPCNR 

SNAP23 

IPIOOO 1043 8 

Isoform  SNAP -23 a  of  Synaptosomal-assoeiated  protein  23 

79/80/83/ 

85/87 

80/83/85/8 

7 

Human 

12551899 

Highly  probable 

TTWGDGGENSPCNVVSK 

SNAP23 

IPIOOO 1043 8 

Isoform  SNAP-23  a  of  Synaptosomal-assoeiated  protein  23 

112 

GPGEFFIEPCTDSFIK 

STOM 

IPI002 19682 

Erythroeyte  band  7  integral  membrane  protein 

87 

30/87 

Human 

10338112 

Highly  probable 

YRPENTPEPVSTSVSHYGAEPTTVSPCPSSSAK 

YESl 

IPI00013981 

Proto-oneogene  tyrosine-protein  kinase  Yes 

42 

3 

Monkey 

7980442 

Highly  probable 

FRGGVNPFTNGCCNNVSR 

ZDHHC5 

IPI00328272 

Isoform  I  of  Probable  palmitoyltransferase  ZDHHC5 

236 

Highly  probable 

GGVNPFTNGCCNNVSR 

ZDHHC5 

IPI00328272 

Isoform  I  of  Probable  palmitoyltransferase  ZDHHC5 

236/237 

VECSSPAPR 

ZDHHC5 

IPI00328272 

Isoform  I  of  Probable  palmitoyltransferase  ZDHHC5 

245 

Note  1.  Acc.  Number  =  Accession  Number  (see  the  3rd  column). 

Note  2.  Cysteins  in  blue  (bold  and  underlined,  see  the  2nd  column)  were  free  cysteine  residues,  indicating  they  were  orignially  S-acylated.  Cysteines  in  red  (see  the  2nd  column)  were  modified  by  N- 
ethylmaleimide,  indicating  they  were  originally  nonacylated. 

Note  3.  Protein-based  =  Proteins  also  identified  by  using  the  protein-based  procedure. 


Table  S7.  Probable  S-acylation  sites  identified  by  the  peptide-based  procedure. 


Peptide 

Prob. 

Both 

Gene  Symbol 

Acc.  Number 

Description 

Sites 

Known 

Sites 

Species 

References 

Protein-based 

KCLLLLCQLR 

+  +  + 

- 

IPI00747966 

Conserved  hypothetieal  protein 

87/92 

CQLEINFNTLQTK 

+  + 

ACTN4 

IPI00013808 

Alpha-aetinin-4 

351 

SSGCDVNLPGVNVKLPTGQISGPEIK 

+  +  + 

AHNAK 

IPI00555610 

313  kDa  protein 

2572 

SCEGQNPEEEPK 

+  +  + 

ANEN 

IPI00032958 

Isoform  2  of  Aetin-binding  protein  anillin 

309 

MDCSEVR 

+  + 

ATPllA 

IPI00255653 

Probable  phospholipid- transporting  ATPase  IH 

3 

Highly  probable 

EIIVEGCQR 

+  + 

ATPlAl 

IPI00006482 

Isoform  Eong  of  Sodium/potassium-transporting  ATPase  alpha- 1  ehain 
preeursor 

705 

NEEAVETEGSTSTKSDKTGTETQNR 

+  +  +  + 

ATPlAl 

IPI00006482 

Isoform  Eong  of  Sodium/potassium-transporting  ATPase  alpha- 1  ehain 
preeursor 

374 

ATP1A2 

IPI00003021 

Sodium/potassium-transporting  ATPase  alpha- 1  ehain  preeursor 

372 

AGCCEWER 

+  + 

ATP9A 

IPI00024368 

Isoform  Eong  of  Probable  phospholipid-transporting  ATPase  IIA 

24/25 

Probable 

VAQAFREGENTQVAEPEACDQMYESEAR 

+  + 

C6orfl25 

IPI00031617 

Protein  C6orfl25 

53 

Probable 

ANCEFSPVSGDKPCCR 

+  + 

CD38 

IPI00006071 

Isoform  1  of  ADP-ribosyl  eyelase  1 

15/16 

WACEVAGGSKYSEFTSTTSGTGHNQTR 

+  +  + 

CD97 

IPI00299412 

Isoform  2  of  CD97  antigen  preeursor 

709 

KCEPIIMTVPR 

+  + 

CORO  1C 

IPI00008453 

eoronin-le 

396 

MMCGAPSATQPATAETQHIADQVR 

+  + 

CSTB 

IPI00021828 

Cystatin  B 

3 

VRPCVVYGGADIGQQIRDEER 

+  +  + 

DDX3X 

IPI00215637 

ATP-dependent  RNA  heliease  DDX3X 

298 

QDEGGTCVNEGCIPTK 

+  + 

DERP12 

IPI003 82990 

DERP12 

45/50 

DKDDDGGEDDDANCNEICGDEYGPETR 

+  +  +  + 

DHX9 

IPI00844578 

ATP-dependent  RNA  heliease  A 

608 

AITIANQT^CPEYITK 

+  + 

DPYSE2 

IPI00257508 

Dihydropyrimidinase-related  protein  2 

248 

SSIEEDVKPWDDETDMAKEEKVR 

+  + 

EEF1B2 

IPIOO 178440 

Elongation  faetor  1  -beta 

161 

CSGPGESPGMVR 

+  + 

FENA 

1PI00302592 

filamin  1 

1165 

SPYTVTVGQACNPSACR 

+  +  + 

FENA 

1PI00302592 

filamin  1 

477/483 

VGSAADIPINISETDESEETATVVPPSGREEEEE 

K 

+  +  + 

FENA 

1P100302592 

filamin  1 

1989 

VHSPSGAEEEGYVTEIDQDKYAVR 

+  + 

FENA 

1PI00302592 

filamin  1 

2370 

YGGQPVPNFPSKEQVEPAVDTSGVQCYGPGIE 

GQGVFR 

+  + 

FENA 

1P100302592 

filamin  1 

1260 

AHIANPSGASTKFVTDNADGTYQVEYTPFEK 

+  +  + 

FENB 

1PI00289334 

Isoform  1  of  Filamin-B 

1280 

CEATGPGIASTVK 

+  +  + 

FENB 

1PI00289334 

Isoform  1  of  Filamin-B 

1617 

DAGYGGISEAVEGPSKVDIQTEDEEDG^K 

+  + 

FENB 

1PI00289334 

Isoform  1  of  Filamin-B 

2057 

GAGTGGEGETVEGrcEAK 

+  + 

FENB 

1PI00289334 

Isoform  1  of  Filamin-B 

1081 

SPFVVQVGEACNPNACR 

+  +  + 

FENB 

1PI00289334 

Isoform  1  of  Filamin-B 

450 

SPFVVQVGEACNPNACR 

+  +  + 

FENB 

1PI00289334 

Isoform  1  of  Filamin-B 

455 

SSFEVE)CSKAGSNMEEIGVHGPTTrcEEVSMK 

+  +  +  + 

FENB 

1PI00289334 

Isoform  1  of  Filamin-B 

2556 
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VAVTEGCQPSR 

+  + 

FENB 

1PI00289334 

Isoform  1  of  Filamin-B 

1326 

VVPCEVTPVTGR 

+  +  + 

FENB 

1PI00289334 

Isoform  1  of  Filamin-B 

991 

VMSQNFTNCHTK 

+  + 

G3BP1 

1PI00012442 

Ras-GTPase-aetivating  protein-binding  protein  1 

73 

IISNASCTTNCEAPEAK 

+  + 

GAPDH 

1PI00219018 

Glyeeraldehyde-3  -phosphate  dehydrogenase 

156 

IISNASCTTNCEAPEAK 

+  + 

GAPDH 

1PI00219018 

Glyeeraldehyde-3 -phosphate  dehydrogenase 

152/156 

244 

Rabbit 

16128592 

Highly  probable 

CGIFAYENYHVPR 

+  +  + 

GFPTl 

1PI002 17952 

Isoform  1  of  Glueosamine-fruetose-6-phosphate  aminotransferase 
[isomerizing]  1 

2 

Highly  probable 

CEEPAEAGGAR 

+  + 

GNA12 

1P100328744 

Guanine  nueleotide-binding  protein  alpha- 12  subunit 

11 

11 

Human 

9485474 

Highly  probable 

Peptide 

Prob. 

Both 
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Protein-based 

TLESIMACCLSEEAKEAR 

+  +  + 

GNAQ 

IPI00288947 

Guanine  nucleotide  binding  protein 

9 

9/10 

Human 

Table  S6 

EEQCDPSSASQF 

+  +  + 

HPCA 

IPI00219103 

Neuron-specific  calcium-binding  protein  hippocalcin 

185 

VREAMCPGVSGEDSSEEEATQVEGQATNEQR 

+  +  + 

JUP 

IPI00554711 

Junction  plakoglobin 

90 

MEQSEAGSSCVR 

+  +  + 

KCNKl 

IPIOOO 10476 

Potassium  channel  subfamily  K  member  1 

10 

SFVENEGKDSNNIGEHFNPR 

+  +  +  + 

EGAESl 

IPI00219219 

Galectin-1 

43 

Highly  probable 

CPEAEFQPCFEGMESCGIHETTFNSIMK 

+  + 

EOC653781 

IPI00479743 

protein  expressed  in  prostate,  ovary,  testis,  and  placenta  2 

965/972 

CDCFHMVEPTWPGTPGSVSGR 

+  + 

EOC730269 

IPI00787939 

PREDICTED:  similar  to  periaxin 

2/4 

REEYCQR 

+  + 

MMP14 

IPI002 18398 

Matrix  metalloproteinase- 14  precursor 

574 

574 

Human 

15946988 

Highly  Probable 

VASMAQSAPSEAPSCSPFGK 

+  +  + 

MPPl 

IPI00215610 

55  kDa  erythrocyte  membrane  protein 

242 

- 

Human 

1713685 

Probable 

RDWDNSGPFCGTISSK 

+  + 

MPP6 

IPI00303280 

MAGUK  p55  subfamily  member  6 

298 

- 

Human 

Highly  Probable 

AEAEAAEAAVEP^GSR 

+  + 

NDFIPl 

IPI00012235 

Isoform  1  of  NEDD4  family-interacting  protein  1 

15 

Probable 

EKGPNHAVSTACTTGAHAVGDSFR 

+  + 

OXSM 

IPI00016637 

3 -oxoacyl- [acyl-carrier-protein]  synthase,  mitochondrial  precursor 

209 

VMTIPYQPMPASSPVICAGGQDR 

+  + 

PCBPl 

IPIOOO 166 10 

Poly(rc)-binding  protein  1 

194 

DEAGAPPGEWGCFTPQSR 

+  +  + 

PKP3 

IPI00026952 

Plakophilin-3 

569 

VYFAAEDTDCCTR 

+  + 

PESCRl 

IPI00005181 

Phospholipid  scramblase  1 

148 

184-189 

Table  S6 

VYFAAEDTDCCTR 

+  +  + 

PESCRl 

IPI00005181 

Phospholipid  scramblase  1 

149 

184-189 

Table  S6 

VRGPCSTYGCGSDSVFEVK 

+  +  +  + 

PESCR4 

IPIOOO 16776 

Phospholipid  scramblase  4 

250/255 

250/255 

Uniprot- 

probable 

TREEECHFYAGGQVYPGEASR 

+  +  + 

PRDX4 

IPI00011937 

Peroxiredoxin-4 

51 

EEAQECAVCGWAEPHNRMQAET^ECTICPD 

CFR 

+  + 

RNF31 

IPI00094740 

Isoform  1  of  RING  finger  protein  31 

702/717/719/ 

722/725 

AKVDEFPECGHMVSDEYEQESSEAEEAAR 

+  + 

RPEIO 

IPI00554723 

60S  ribosomal  protein  ElO 

49 

FSVCVEGDQQHCDEAK 

+  +  +  + 

RPEIOA 

IPI00412579 

60S  ribosomal  protein  ElOa 

74 

Probable 

EYRDETTAGAVTQCYR 

+  + 

RPE18A 

IPI00026202 

60S  ribosomal  protein  El 8a 

109 

SACGVCPGR 

+  + 

RPE34 

IPI002 19160 

60S  ribosomal  protein  E34 

46 

AQENIGNVEPVGTMPEGTI\CCEEEKPGDRGK 

+  + 

RPE8 

IPI00012772 

60S  ribosomal  protein  E8 

114 

Probable 

AEPSAATQSHSISSSSFGAEPSAPGGGGSPGiCP 

AEGTK 

+  +  + 

RTN3 

IPI00028946 

Reticulon-3 

34 

FVQCPDGEEQK 

+  +  + 

RErVABE2 

IPI00009104 

RuvB-like  2 

227 

SPAESAAAGETCEPSVTR 

+  +  + 

SFT2D3 

IPIOO 166444 

Vesicle  transport  protein  SFT2C 

67 

Probable 

VKVQSVETVEGCTHEVAEPAEEDYEPEKPR 

+  +  + 

SKIV2E2 

IPI00647217 

Superkiller  viralicidic  activity  2 -like  2 

110 

ACVFGNEPKASDEVPEAPR 

+  +  + 

SEC35B2 

IPI003 84867 

Isoform  2  of  Adenosine  3'-phospho  5'-phosphosulfate  transporter  1 

80 

Highly  Probable 

GECFPEVK 

+  + 

SEC35B2 

IPI003 84867 

Isoform  2  of  Adenosine  3'-phospho  5'-phosphosulfate  transporter  1 

73 

SIGVPIKVEHEAEGHIVXETNTGEVYR 

+  +  +  + 

SNRPD3 

IPIOOO 17964 

Small  nuclear  ribonucleoprotein  Sm  D3 

10 

EAAEPIEEPVEGQEQPAAPDQTCVEFADAPEPG 

QAEPVEEEAVTEAR 

+  + 

INKS  1  BP  1 

IPI00304589 

182  kDa  tankyrase  1 -binding  protein 

631 

CTKEEHECTQR 

+  +  + 

TPM3 

IPIOO 178083 

29  kDa  protein 

209 

ERCGGTAEEIEDV 

+  +  + 

UGCG 

IPI00003861 

Ceramide  glucosyltransferase 

384 

CVFEMPNENDKENDMEPSK 

+  +  + 

VAPA 

IPIOO 170692 

vesicle-associated  membrane  protein-associated  protein  A  isoform  2 

128 

MSRPSSVSPRQPAPGGGGGGGPSPCGPGGGGR 

+  + 

YTHDC2 

IPIOOO 10200 

YTH  domain  containing  2 

25 

YKVIEDYSGACCPENK 

+  +  + 

ZDHHC6 

IPI00008350 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC6 

328/329 

Probable 

GCCGNVEHVECSPEAPR 

+  + 

ZDHHC8 

IPI003 85426 

Isoform  1  of  Probable  palmitoyltransferase  ZDHHC8 

236/237/245 

MIPICPWSFTYVPSREGEDAK 

+  +  + 

ZFR 

IPI00333858 

117  kDa  protein 

5 

Note  1.  Acc.  Number  =  Accession  Number  (see  the  4rd  column). 


Peptide  Both  Symbol  Acc.  Number  Description  Sites  Sites  Species  References  Protein-based 

Note  2.  Cysteins  in  blue  (bold  and  underlined,  see  the  1st  eolumn)  were  free  eysteine  residues,  indieating  they  were  orignially  S-aeylated.  Cysteines  in  red  (see  the  1st  eolumn)  were  modified  by  N-ethylmaleimide,  indieating 
they  were  originally  nonaeylated. 

Note  3.  Protein-based  =  Proteins  also  identified  by  using  the  protein-based  proeedure. 


